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Horizontal gene transfer (HGT) plays an important role in the evolution of life on the Earth.
This view is supported by numerous occasions of HGT that are recorded in the genomes of
all three domains of living organisms. HGT-mediated rapid evolution is especially noticeable
among the Bacteria, which demonstrate formidable adaptability in the face of recent envi-
ronmental changes imposed by human activities, such as the use of antibiotics, industrial
contamination, and intensive agriculture. At the heart of the HGT-driven bacterial evolution
and adaptation are highly sophisticated natural genetic engineering tools in the form of
a variety of mobile genetic elements (MGEs). The main aim of this review is to give a
brief account of the occurrence and diversity of MGEs in natural ecosystems and of the
environmental factors that may affect MGE-mediated HGT.
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HISTORICAL OVERVIEW
Historically, the ﬁrst portrayal of horizontal gene transfer (HGT)
was made by Grifﬁth (1928), who described the transformation of
rough, avirulent live pneumococci into smooth, virulent pneumo-
cocci by the addition of factors from dead, smooth, and virulent
pneumococci. The term “transformation” at the time had no
genetic component in the sense it is perceived today; it simply
referred to the“transformation”of pneumococcal phenotype. The
transforming factor, unknown until 1944, appeared to be a des-
oxyribonucleic acid (DNA), thus bringing a genetic context to
the original description of transformation (Avery et al., 1944).
The discovery of the ﬁrst mobile genetic elements (MGEs) in
bacteria, phages (reviewed in Duckworth, 1976), and plasmids
(Lederberg, 1952), has laid the foundation for the development
of contemporary molecular biology, which has contributed enor-
mously to many ﬁelds of biology, medicine, and biotechnology.
This era began in the 1930s and 1950s, when the three main mech-
anisms of HGT – transduction, transformation, and conjugation –
were discovered. The understanding of the fundamentals of the
structure-and-function of MGEs allowed us to adapt these mech-
anisms to serve our needs, in the form of genetic engineering
technology, in a number of applications in science, biotechnology,
and everyday life.
Another factor that attracted increased attention to MGEs and
HGT in bacteria is the problem of antibiotic resistance in patho-
genic bacteria. Although the use of antibiotics has revolutionized
the treatment of infectious diseases in humans and animals, the
emergence of antibiotic resistant pathogens such as Staphylococcus
aureus, Streptococcus and Enterococcus, Pseudomonas aeruginosa,
Clostridium difﬁcile, Salmonella and Escherichia coli, and Acineto-
bacter baumannii poses a grave concern. The question, therefore,
is: why and how does this happen? Why does a recently intro-
duced and efﬁcient antibiotic, after some years of use, become
essentially useless for treatment of an infection? The problem was
ﬁrst encountered in Japanese communities and hospitals in the
1950s when they faced Shigella dysentery outbreaks that resisted
to treatment by usual antibiotics. Intensive clinical and genetic
investigations performed by Japanese scientists during that period
resulted in the concept of episome-mediated transfer of drug
resistance in Enterobacteriaceae (Watanabe and Fukasawa, 1961;
Watanabe, 1963). This, along with the following period of antibi-
otic resistance research, was an enclave within the boundaries
of clinical microbiology and bacterial genetics, because it was
thought that the antibiotic resistance problem was due to, and
could be resolved within, the antibiotic treatment practices of
human infectious diseases. The little interaction with other ﬁelds
of microbiology was another contributing factor to the isolation.
The realization that antibiotic resistance research should take a
broader than the clinical microbiology approach to identify the
factors ultimately leading to the acquisition of antibiotic resis-
tance by pathogens entered the mainstream thinking substantially
later. In particular, the placement of the problem within the evo-
lutionary and ecological contexts appeared to be especially fruitful
(Aminov and Mackie, 2007; Aminov, 2009, 2010). Two main con-
clusions emerged from this synthesis: ﬁrstly, it is the enormous
diversity of antibiotic resistance genes existing in the environmen-
tal microbiota that has accumulated during billions of years of
evolution; and, secondly, the realization that there are no barriers
among the ecological compartments in the microbial world, and
that themicrobiota of different compartmentsmay easily exchange
the gene pool through the MGE-mediated HGT.
Clinical studies focused on molecular mechanisms of antibi-
otic resistance, genetic elements involved and epidemiology have
been developing in parallel to, but not interactively with, the envi-
ronmental studies of HGT. The ﬁrst attempts to estimate the
frequencies of HGT in natural settings were performed in the
1970s with the use of model bacteria, E. coli and Bacillus subtilis
(Weinberg and Stotzky, 1972; Graham and Istock, 1978). Since
then, the approach involving microcosm-based and ﬁeld studies
as well as a range of MGEs has resulted in a better understanding
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of how the environmental factors contribute to HGT in natural
ecosystems (Van Elsas et al., 2000; Timms-Wilson et al., 2001).
The analysis of gene exchange processes in natural settings was
facilitated by the introduction of a variety of molecular ecology
tools into the microcosm and ﬁeld studies. These were the markers
that allowed distinguishing the donor, recipient, and transfor-
mant/transconjugant/transductant populations; DNA hybridiza-
tion and sequencing; PCR typing; and others (Akkermans et al.,
1995; Götz et al., 1996; Smalla et al., 2000; Timms-Wilson et al.,
2001). The visualization of gene transfer in situ was made possible
with the use of the gfp gene (Christensen et al., 1996; Andersen
et al., 1998; Dahlberg et al., 1998a). These technological advances
allowed estimating the actual rates of HGT and factors affecting it
in natural ecosystems.
Further substantiation for the important role played by HGT in
the evolutionary process, especially among the Bacteria, surfaced
during the last decade, commonly referred to as the “omics” era.
The advent of high-throughput sequencing makes it possible to
determine the genomic structure of many living organisms and
apply the retrospective approach to HGT studies. Comparative
genomic analyses revealed that, besides the core genes encod-
ing essential cellular functions, the substantial part of bacterial
genomes consists of auxiliary genes acquired by HGT (Ochman
et al., 2000). The latter group of genes may confer adaptive advan-
tages under certain growth or environmental conditions that
may contain antimicrobials, xenobiotics, heavy metals, sucrose,
and other compounds. These genes also confer the important
characteristics allowing the colonization of new ecological niches
governed by biotic factors such as the symbiotic and pathogenic
relationships (Koonin et al., 2001).
The range of MGEs involved in the evolution and adaptation of
bacteria through HGT is continuously updated and re-classiﬁed
according to a better understanding of HGT mechanisms. It has
been proposed, for example, to unify the heterogeneous classes
of MGEs, such as conjugative transposons, integrative “plasmids,”
genomic islands, and numerous unclassiﬁed elements into inte-
grative and conjugative elements (ICEs; Burrus et al., 2002). The
basis for this re-classiﬁcation was that these elements share similar
characteristics, such as the excision by site-speciﬁc recombina-
tion, transfer by conjugation, and integration by recombination
between a speciﬁc site of elements and a site in the host’s genome.
Thus, ICEs combine the features of other MGEs, such as bacterio-
phages (integration into and excision from the host chromosome
but no transmission by conjugation), insertion sequences (ISs),
and simple transposons (integration into and excision from the
chromosome but no horizontal transfer), and conjugative and
mobilizable plasmids (transferred from cell-to-cell by conjuga-
tion but replicated autonomously; Wozniak and Waldor, 2010).
Another, even more radical, proposal was to bring a number
of MGEs under the umbrella of genomic islands (GEIs; Juhas
et al., 2009). According to this view, GEI would encompass other
categories of elements, such as ICEs, integrated plasmids, non-
replicative but excisable elements (non-replicating Bacteroides
unit, NBU; Shoemaker et al., 2000), and even cryptic or damaged
prophages.
Another interesting class of MGEs is the so-called gene trans-
fer agent (GTA), which was initially described in Rhodobacter
capsulatus (formerly Rhodopseudomonas capsulata; Yen et al.,
1979) but was later found in many other bacteria (Lang and
Beatty, 2007; Stanton, 2007). Although GTAs are similar to bac-
teriophages, they have two important differences: they function
only in genomic DNA transfers between cells, and there are no
negative effects associated with the gene transfer to the recipi-
ent. The representatives of another class of MGEs, named ISCRs,
are known to move by a process called “rolling-circle replica-
tion.” A function of this process is the concomitant movement
of adjacent DNA upstream of their transposase genes (Toleman
et al., 2006). A recently discovered novel mechanism of HGT in E.
coli, which was named “cell-to-cell transformation,” involves cell-
derived DNA and, similar to Gram-positive bacteria, a putative
promoting pheromone (Etchuuya et al., 2011). These examples
suggest that there is a continuum of MGEs, partially overlapping
in their structure-and-function, rather than separate and strictly
deﬁned MGE classes.
Even the concepts within the well-established areas of MGE
research such as plasmid biology may require further clariﬁca-
tions and adjustments in the light of novel information coming
from a broader sampling of microbial diversity and associated
genetic mechanisms. For example, the original classiﬁcation of
plasmids into compatibility groups was based on the ability of
plasmids to stably coexist in the same bacterium (Datta and
Hedges, 1971). Molecular mechanisms underlying the incom-
patibility were explained basically as a stochastic phenomenon
based on the bacterial host’s inability to differentiate among sim-
ilar replicons thus giving rise to homoplasmid segregants as a
direct consequence of random assortment during cell division
(Novick, 1987). Within the frames of this concept, it is hard to
explain the stable inheritance of multiple large plasmids in the
Alphaproteobacteria (Pradella et al., 2010). The implementation
of a phylogenomic approach to plasmid classiﬁcation suggests that
the Rhodobacterales harbor a set of at least 18 compatible plas-
mids, which can in principle stably coexist within the same cell
(Petersen et al., 2009, 2011). Another concept that is presently
undergoing an extensive reassessment is the role of prophages in
bacterial genomes. The conventional view of prophages as time
bombs that are ready to enter the lytic cycle and destroy the host
is gradually shifting toward their perception as a key component
in bacterial survival strategies (Paul, 2008). Indeed, the prophages
may confer many beneﬁcial properties on the host thus helping
to withstand osmotic, oxidative, and acid stresses, as well as con-
tributing to increased growth and bioﬁlm formation (Wang et al.,
2010).
While exploring the wealth of data collected by environmen-
tal genomics/metagenomics we may get a glimpse of the HGT
events of the past, we also understandably wish to know the extent
of HGT in the present-day ecosystems, especially in the face of
pressing needs such as the acquisition of antibiotic resistance by
pathogens or the potential risks associated with genetically mod-
iﬁed organisms (GMO). Many microcosm and ﬁeld experiments
aimed at the estimation of HGT rates in natural ecosystems rely on
model organisms with well-developed genetics. These organisms,
however, have been selected as models due to their characteris-
tics that are important for working under laboratory conditions,
such as the simplicity of cultivation, tolerance to high nutrient
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concentration, the ease of genetic manipulation, and other char-
acteristics that are not necessarily signiﬁcant for the survival
and multiplication in natural ecosystems. Laboratory strains of
B. subtilis, for example, have been selected and manipulated to
become highly competent, which is important for bacterial genet-
ics studies (Anagnostopoulos and Spizizen, 1961). Many wild type
strains of B. subtilis, however, are not naturally competent, and
the transformation of these “undomesticated” strains is possible
only by highly unnaturalmeans such as protoplast electroporation
(Romero et al., 2006). Another problem, which may be encoun-
tered when accessing HGT in natural ecosystems, is that different
MGEs may potentially interact with each other. It is thus impor-
tant to know the diversity of indigenous MGEs in microcosm and
ﬁeld studies. And ﬁnally, due to dispersion and population sizes,
microorganisms can be transferred across distant environments
(Hooper et al., 2008). This geographical component may sub-
stantially contribute to HGT, especially if the transferred genetic
material confers the traits important for the survival and repro-
duction in the “donor” ecological niche. Thus, a certain degree
of caution must be exercised when estimating the frequencies of
HGT in natural ecosystems.
In this review, HGT is viewed mostly from an ecological and
environmental regulation prospective rather than focusing on
genetics and regulation at the cellular level. It consists of two parts.
In the ﬁrst part, the soil, aquatic, gut, and bioﬁlm communities
are discussed in respect to HGT processes in these ecosystems.
In the second part, factors potentially affecting HGT in natural
ecosystems are analyzed.
HGT IN NATURAL ECOSYSTEMS
SOIL
Soil ecosystems harbor an extremely broad diversity of microbiota
reﬂecting plant type, soil type, soil management regime, and other
factors (Garbeva et al., 2004). To begin with, the physical environ-
ment of soil is quite heterogeneous in terms of gaseous, liquid or
solid phases (Smiles, 1988). Additional variables include abiotic
factors such as temperature, pH, concentration of nutrients and
oxygen and moisture content and biotic factors such as antago-
nistic, commensal,mutualistic, and other relationships among the
soil inhabitants. Since the regulation of geneticmachinery is highly
responsive to the environment, these factors may indeed affect the
frequencies of HGT. For example, the rate of conjugal plasmid
transfer in soil varies depending on abiotic factors, such as soil
moisture and temperature (Richaume et al., 1989), pH (Rochelle
et al., 1989), and soil type (Richaume et al., 1992). Water move-
ment in soilmay inﬂuence the survival and transport of genetically
engineered strains (Trevors et al., 1990). As for biotic factors, the
presence of earthworms, protozoa, and fungi certainly affects the
conjugal plasmid transfer in soil (Daane et al., 1996,1997; Sørensen
et al., 1999; Sengeløv et al., 2000). Bulk soil, however, is generally
poor in nutrients, whereas the active metabolic state of bacteria
required for HGT is possible in nutritional hot spots such as the
rhizosphere, the phyllosphere, decaying plant and animal tissues,
and manure-applied soil (Van Elsas and Bailey, 2002).
Indeed,conjugative plasmid transfers amongplant phytosphere
inhabitants have been detected on multiple occasions (Van Elsas
et al., 1988; Lilley et al., 1994; Björklöf et al., 1995; Pukall et al.,
1996; Lilley and Bailey, 1997; Kroer et al., 1998). Root growth and
exudate production appeared to be the most important factors
contributing to the frequency of horizontal plasmid transfer in the
rhizosphere (Mølbak et al., 2007). Transfer ratios were about 10
times lower in control soil than in the pea and barley rhizospheres.
For some plasmids, an exceptionally broad range of recipients
in the rhizosphere was demonstrated (Musovic et al., 2006). It
was shown that there was a high frequency conjugal transfer of
an IncP-1 plasmid pKJK10 not only to bacteria belonging to the
alpha, beta, and gamma subclasses of the Proteobacteria, but also
to Arthrobacter sp., a Gram-positive member of the Actinobacte-
ria. Compared to ﬁlter mating, the plant model (alfalfa sprouts)
provided an environment substantially enhancing the transfer of
plasmid- and transposon-encoded antibiotic resistance markers
between lactic acid bacteria (Toomey et al., 2009).
Application of manure to soil is another hot spot contributing
to the increase in local concentrations of MGEs and the frequency
of HGT in this ecosystem. This practice, as it has been shown,
may enhance plasmid mobilization and survival of the intro-
duced donor strain (Götz and Smalla, 1997). If applied together
with an antibiotic, the effect is synergistic and affects the transfer
frequencies and composition of MGEs introduced with manure
(Heuer and Smalla, 2007). Field application of piggery manure,
which harbors a substantial reservoir of broad-host-range plas-
mids conferring multiple antibiotic resistance genes, results in the
dissemination of IncN, IncW, IncP-1, and pHHV216-like plasmids
into agricultural soils (Binh et al., 2008). Clinically relevant class 1
integrons are also introduced into soil via similar practices (Binh
et al., 2009).
Besides contributing to the accumulation of MGEs and to the
HGT increase, the application of manure to soil has other impor-
tant consequences such as the generation of novel MGE diversity
and dissemination of novel phenotypes (for example, resistance
to recently introduced antibiotics) among bacterial populations.
An example of this kind was described recently (Heuer et al.,
2009) and deserves a more detailed discussion. A novel plasmid
type with 36% G+C content was captured from manure-treated
soil microbiota by conjugation to E. coli recipient. The core of
plasmids of this type is probably the product of recombina-
tion, comprising transfer, and maintenance genes with moderate
homology to plasmid pIPO2 and a replication module (rep and
oriV) of other descent, correspondingly. These plasmids encode
a number of antibiotic resistance genes including tet (X) (Gen-
Bank accession number FJ012881), which may confer resistance
against a recently introduced third-generation tetracycline, tige-
cycline (Moore et al., 2005). The species of Acinetobacter are
the putative hosts for these low G+C plasmids in soil ecosys-
tem (Heuer et al., 2009), which is of concern because the closely
related multidrug-resistant A. baumannii is one of the currently
emerging threats in hospitals (Dijkshoorn et al., 2007). Tigecycline
is currently proposed as a new treatment choice against A. bau-
mannii (Bosó-Ribelles et al., 2008), but this bacterium already
poses a signiﬁcant problem, as the resistance, albeit conferred
by a mechanism other than TetX, easily emerges during tige-
cycline therapy (Peleg et al., 2007; Damier-Piolle et al., 2008).
The similarity of structural and replication features among low
G+C plasmids from soil and the corresponding plasmids of
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clinical A. baumannii isolates, together with the stable inheri-
tance of these plasmids in Acinetobacter spp. (Heuer et al., 2009),
suggests that, once acquired, the plasmids may be easily accom-
modated by A. baumannii in the clinical environment. Given
these plasmids carry resistance against the drug of last resort, their
possible entry into clinical A. baumannii is a highly undesirable
scenario. Disappointingly, there is some evidence that at least some
clinically relevant resistance genes have an environmental origin
(Wright, 2010) suggesting past horizontal gene exchange events
between these ecological compartments. Thus, the microbiota of
soil, especially of manure-fertilized soil, harbors a wide variety
of MGEs enabling extensive HGT within and among microbial
ecosystems.
At the same time, nutritionally poor soil ecosystems may also
be involved in the HGT process. For example, a deep terrestrial
subsurface, which is highly oligotrophic and extreme in terms of
physical and chemical conditions, still harbors bacterial popula-
tions that carryMGEs and the genetic signatures of past gene trans-
fer events, some of them apparently recent (Coombs and Barkay,
2004; Coombs, 2009). It is still more likely that the HGT rates
under nutritionally favorable conditions are higher due to the sub-
stantial biosynthetic and energetic requirements of conjugation,
DNA uptake, and lytic cycle.
Recent assessments of several types of soil revealed that lysogeny
is relatively common in soil microbiota (Williamson et al., 2007,
2008; Ghosh et al., 2008). Similar to the plasmid-mediated HGT,
the diversity, and dynamics of bacteriophages is also mostly con-
ﬁned to the nutritionally rich hot spots such as the rhizosphere.
The decline in the introduced ﬂuorescent Pseudomonas sp. pop-
ulation revealed the presence of large numbers of bacteriophages
in the sugarbeet rhizosphere (Stephens et al., 1987). On the other
hand, the growth and interaction dynamics of streptomycetes and
a bacteriophage investigated under a less nutritionally rich con-
dition of soil microcosm did not reveal such an effect of phages
(Burroughs et al., 2000). No measurable impact on the host in
terms of reduced growth by the phage was found under these con-
ditions. Interestingly, the burst size of the phage was larger in soil
relative to that observed in liquid culture, suggesting that in vitro
transduction experiments may underestimate the impact of this
particular HGT mechanism in natural ecosystems.
In the soil ecosystem, bacteriophages display local adaptation
to their bacterial hosts (Vos et al., 2009). Sympatric phages are
more infective than are phages from samples some distance away,
suggesting that the phage-mediated HGT is highly localized in
soil compartments. In model microcosm experiments, the pres-
ence of phages greatly reduced the sympatric diversity of the host
bacterium but favored the allopatric host diversiﬁcation (Buckling
and Rainey, 2002).
The possibility of natural genetic transformation of B. sub-
tilis and Pseudomonas stutzeri has been demonstrated in a
soil/sedimentmodel system (Lorenz et al., 1988; Lorenz andWack-
ernagel, 1990). These studies found signiﬁcantly higher rates of
transformation if transforming DNA was associated with min-
eral/particulate material and was thus protected against the nucle-
ase degradation. The protective effect of DNA absorption on
minerals comprising soil and sediments against DNases has been
noticed on many occasions (Aardema et al., 1983; Romanowski
et al., 1991; Demanèche et al., 2001; Cai et al., 2006). While some
naturally competent bacteria, as in the examples above, indeed
demonstrate a certain level of transformability, the occurrence of
naturally transformable bacteria amongst bulk and rhizosphere
soil microbiota is very low (Richter and Smalla, 2007). Various
transformation assays were performed, but only transformants
with a positive control,Acinetobacter baylyi BD413, a highly trans-
formable strain that can be transformed by DNA from virtually
any source, were obtained. Thus, the authors concluded that the
proportion of native rhizosphere and bulk soil bacteria, which are
naturally transformable, is negligibly low.
There have been (and indeed there still are) intensive debates
surrounding the issue of possible risks associated with the release
of GMO into the environment and, in particular, the impact of
transgenic plants. The plant DNA may persist in soil for substan-
tially long periods. In microcosm experiments modeling in situ
transport of recombinant plantDNA (rDNA) from roundup ready
(RR) corn and soybean by leachate water, half-lives of rDNA in
leachate water ranged from 1.2 to 26.7 h, depending on the tem-
perature (Gulden et al., 2005). The presence of transgenic DNA in
soil where RR corn and soybean were cultivated can be detected
by real-time PCR for up to 1 year after seeding (Lerat et al., 2007).
In soil microcosm experiments, where the entry of rDNA from
decomposing RR leaf biomass into soil was investigated, the cor-
responding DNA was detectable in soil after 30 days (Levy-Booth
et al., 2008). At the present stage of our knowledge, HGT from
transgenic plants to terrestrial bacteria is considered to be a rare
event (Nielsen et al., 1998). A recent study with the use of an
in situ visualization technology, nevertheless, demonstrated this
process could be observed in real time (Pontiroli et al., 2009).
The study, however, employed a highly transformable A. baylyi
strain BD413, which may lead to the overestimation of natural
transformation rates. The current view is that even if HGT from
transgenic plants to soilmicrobiota takes place, it is not expected to
inﬂuence prokaryotic evolution or have negative effects on human
or animal health and the environment (Brigulla and Wackernagel,
2010).
AQUATIC ECOSYSTEMS
More than 70% of the earth surface is covered with water, and
the World Ocean is one of the principal components forming the
climate and biosphere of the Earth. As the largest habit on the
Earth, theWorld Ocean hosts a large diversity of life and is respon-
sible for nearly the half of oxygen production. Besides, there are
many freshwater ecosystems, such as lakes, rivers, and smallerwater
bodies.
One of the earliest accounts on the occurrence of antibi-
otic resistance in marine bacteria has found that this pheno-
type is common within this microbiota (Sizemore and Colwell,
1977). Interestingly, the resistance phenotype was more frequently
encountered in bacteria from seawater samples collected offshore
than for those collected near shore. Antibiotic resistance was even
present in bacteria collected about 522 km offshore and at depths
of 8,200m. In 6 out of 10 bacterial isolates the presence of plas-
mid DNA was conﬁrmed by ethidium bromide–cesium chloride
density gradient centrifugation. In general, however, antibiotic
resistance phenotype and the presence of plasmids in marine
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bacteria tend to correlate with the degree of pollution, espe-
cially by toxic chemical waste (Baya et al., 1986; Young, 1993).
A recently applied cultivation-free approach for characterization
of coastal Synechococcus metagenome relied on ﬂow cytometry-
based sorting of cells with a subsequent 454 shotgun pyrose-
quencing (Palenik et al., 2009). This approach allowed identifying
novel plasmids that were not found in model strain genomes
of this clade. Plasmids with an enormous size range are also
widespread in the Roseobacter clade, the representatives of which
constitute up to 25% of the total marine bacterial community
and thus play a global role in this ecosystem (Brinkhoff et al.,
2008). Some representatives may carry up to 12 extrachromoso-
mal replicons suggesting a very sophisticated partitionmechanism
ensuring their stable inheritance (Pradella et al., 2010). In marine
Vibrio the majority of plasmids are associated with pathogenic
or symbiotic relationship with the host organism (Hazen et al.,
2010).
With the advent of high-throughput sequencing technologies,
it becomes possible to characterize the marine phage diversity
without the isolation and cultivation steps, which are extremely
time- and resource-consuming while the outcome is limited to a
few phages that we are able to multiply and characterize under
laboratory conditions. In fact, the metagenomic approach is the
only way to characterize the viral diversity because there is no sin-
gle gene common to all phages to serve as a phylogenetic marker
(Edwards and Rohwer, 2005). Comparative marine virome analy-
ses involving four oceanic regions demonstrated that the global
diversity is very high – presumably several hundred thousands
of species (Angly et al., 2006). The oceanic regions had differ-
ent assemblages of marine phages suggesting strong local selective
pressures enriching for certain viral types. Metagenomic charac-
terization of viruses within aquatic microbial samples revealed
a prevalence of genes encoding microbial physiological func-
tions among viral sequences (Williamson et al., 2008). Screen-
ing of 113 marine bacterial genomes for prophages yielded 64
prophage-like elements, 21 of which strongly resembled GTAs
(Paul, 2008). Hence, the viral- and GTA-mediated HGT is a com-
mon mechanism for generating microbial diversity in the marine
environment thus contributing to the survival in different parts
of this extensive ecological niche. Moreover, marine phages may
directly contribute to the ﬁtness of their hosts. It has been sug-
gested, for example, that the auxiliary genes in marine phages
may confer selective advantage to the host through the viral gene
cassettes encoding core photosystems, I and II (Sharon et al.,
2009).
Historically, the in situ HGT rates in aquatic ecosystems have
been typically studied with the use of microcosms, and it is under-
standable that in a number of cases these models have certain lim-
itations in reproducing the vast range of ecological niches present,
for example, in theWorldOcean. Inmost cases, themicrocosms are
limited tomodeling the shallow costal or estuarine ecosystems, fre-
quently without the presence of ambient macro- and micro-biota.
Laboratory experiments also lack the scale of natural ecosystems
and, as a consequence, may discount the role of important vari-
ables potentially affecting HGT. Another aspect, which needs to
be taken into consideration, is the use of model donors and recip-
ients that have been “preselected” under laboratory conditions to
monitor HGT. The HGT results obtained with the use of model
organisms, genetic constructs, and microcosms should be inter-
preted with a reasonable degree of precaution when extrapolating
them in an attempt to describe a broader environment.
It has been shown that the presence of marine sediments in
microcosms facilitates the uptake and expression of exogenous
DNA by transformable marine Vibrio sp. (Stewart and Sinigal-
liano, 1990). It was concluded from this study that sediments
were more likely niches for natural transformation than the water
column in the marine environment. However, another study of
natural plasmid transformation of a Vibrio strain in marine water
column and sediment microcosms, in the presence of the ambient
microbial community, arrived at the opposite conclusion (Paul
et al., 1991). The authors explained this discrepancy by a dif-
ferential experimental setup involving the presence of ambient
microbiota in their experiments, while the previous work used
sterile sediments. Estimation of transformation rates in estuar-
ine environments based upon the distribution of competency
and transformation frequencies in isolates and mixed popula-
tions ranged from 5× 10-4 to 1.5 transformants per day (Frischer
et al., 1994). Another aspect of natural transformation is that the
structure-and-function of transforming DNA may be affected by
the in situ microbiota. For instance, a broad-host-range plas-
mid pQSR50 that was introduced into the indigenous marine
bacteria by natural transformation was subjected to the alter-
ation of restriction proﬁles (Williams et al., 1997). This involved
changes in methylation patterns as well as structural rearrange-
ments of the plasmid following gene transfer, thus contributing
to the generation of plasmid diversity among the in situ bacterial
populations.
Conjugative plasmid transfers under simulated marine envi-
ronment conditions have been demonstrated in many experi-
ments. Transconjugants can be detected even under oligotrophic
conditions and at very low population densities of donors and
recipients (Goodman et al., 1993). The heterogeneity of themarine
environment affects theHGT rates; the plasmid transfer frequency
is higher among cells attached to the bead surfaces in the bioﬁlm
than among cells in the aqueous phase (Angles et al., 1993). Theuse
of the in situ technology with the gfp-tagged conjugative plasmid
pBF1 from Pseudomonas putida suggests that the directly deter-
mined rates of horizontal plasmid transfer in marine bacterial
communities may be high, ranging from 2.3× 10−6 to 2.2× 10−4
transconjugants per recipient (Dahlberg et al., 1998b).
In one of the initial studies, transduction of P. aeruginosa strep-
tomycin resistance by a generalized transducing phage, F116, was
monitored in a ﬂow-through chamber suspended in a freshwater
reservoir (Morrison et al., 1978). The frequency of F116-mediated
transduction ranged from 1.4× 10−5 to 8.3× 10−2 transduc-
tants per recipient during the 10-day incubation period. A recent
investigation of phage-mediated gene transfer in freshwater envi-
ronments used a more advanced technological tool to monitor
these events at the single-cell level; the so-called cycling primed
in situ ampliﬁcation–ﬂuorescent in situ hybridization (CPRINS–
FISH;Kenzaka et al., 2010). The P1,T4, andEC10 phagesmediated
gene transfer fromE. coli to both plaque-forming andnon-plaque-
forming Enterobacteriaceae strains at frequencies of 0.3–8× 10−3
per plaque-forming unit (PFU). The rate of transfer of EC10
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ranged from undetectable to 2× 10−3 per total direct cell count
when natural bacterial communities were the recipients. This sug-
gests that transduction may involve a wide range of bacteria, not
necessarily limited by close relatives, and that the phage-mediated
HGT is a frequent event in freshwater environments.
Compared to the freshwater microcosm studies, the corre-
sponding experiments imitating the marine environment yielded
lower frequencies of plasmid transduction in the mixed bacter-
ial communities; the values were in the range from 1.58× 10−8
to 3.7× 10−8 transductants/PFU (Jiang and Paul, 1998). This is
not to say that the overall HGT rates in marine ecosystems are low.
OtherMGEs residing inmarinemicrobiotamay generate an extra-
ordinarily extensive gene ﬂow – one of the highest ever detected. A
recent study demonstrated extremely high rates of HGT in marine
ecosystems that aremediated byGTAs (McDaniel et al., 2010). The
frequencies detected are by many orders of magnitude higher than
those of transformationor transduction,with as high as 47%of the
culturable marine microbiota being conﬁrmed as gene recipients.
Given the wide presence of GTAs in phylogenetically and ecolog-
ically diverse bacteria (Stanton, 2007), GTA-mediated HGT may
be more common in other natural ecosystems and may generate
more extensive gene exchange than previously anticipated.
Comparative genomics and transcriptomics of marine bacte-
ria are consistent with the high rates of HGT in these ecosystems.
The co-occurring Shewanella baltica isolates from similar depths
exchanged a larger fraction of their core and auxiliary genome
compared with the isolates from more different depths (Caro-
Quintero et al., 2011). These HGT events took place in the very
recent past reﬂecting the rapid adaptation to environmental set-
tings through gene acquisition. Genomic evolution for a cold
marine lifestyle and in situ explosive biodegradation in Shewanella
spp. also involved an extensive gene acquisition from deep-sea
bacteria (Zhao et al., 2010).
GUT
The frequencies of HGT by conjugation are usually estimated
using standard mating techniques, in liquid culture or on the sur-
face of solidiﬁed media or ﬁlters. The microcosm and ﬁeld experi-
ments that are better estimates of HGT in the environment usually
deal with lower population densities, lower nutrient availability,
and generally lower temperatures. The in vivo conditions, how-
ever, are substantially different, especially in the intestine, where
the enormously dense and diverse microbiota performs a num-
ber of functions important for the host organism. These functions
include the prevention of colonization by pathogens, degrada-
tion of dietary (polysaccharides) and in situ-produced (mucin)
compounds, production of nutrients (short chain fatty acids and
vitamins), shaping and maintenance of normal mucosal immu-
nity, and contribution to intestinal epithelial homeostasis. The
commensalmicrobiota is under constant surveillance by the innate
(antimicrobial peptides) and adaptive (immunoglobulins) immu-
nity. The effect of innate immunity breaches on gutmicrobiota can
be seen in genetically susceptible hosts, the commensal microbiota
of which is formidably restructured compared to normal subjects
(Khachatryan et al., 2008).
The discovery of ICEs among the representatives of Bac-
teroidetes, the major bacterial phylum in the mammalian gut,
brought the notion that gene transfer in this ecosystem may be
intense (Salyers, 1993), and gut microbiota, therefore, may rep-
resent one of the major reservoirs for antibiotic resistance genes
(Salyers et al., 2004). Indeed, the taxonomically different repre-
sentatives of gut microbiota may share the pool of closely related
antimicrobial resistance genes (Frye et al., 2011). The role of bacte-
riophages in acquisitionof genes bypathogenic gutmicrobiota and
subsequent evolution toward pathogenicity also pointed to HGT
as a crucial event in the development of virulence traits and antibi-
otic resistance (Calderwood et al., 1987; Barondess and Beckwith,
1990; Brabban et al., 2005). More recent metagenomic studies of
the human gut microbiota allowed estimating the role of MGEs
without the cultivation bias. The uncultured viral community
from human feces contained an estimated 1,200 viral genotypes
(Breitbart et al., 2003). Interestingly, unlike the similarity of gut
bacterial communities among genetically related individuals, the
viral communities are unique to individuals regardless of their
degree of genetic relatedness (Reyes et al., 2010). Besides viromes,
a recent metagenomic inventory identiﬁed a conjugative trans-
poson family explosively ampliﬁed in human gut microbiomes
(Kurokawa et al., 2007). The culture independent TRACA system
was used to sample plasmid diversity in the human gut microbiota
(Jones et al., 2010). This study suggested a broad global distrib-
ution of some plasmids and plasmid families that are potentially
unique to the human gut microbiome. Thus these ﬁndings further
supported the earlier cultivation-based views that the intestinal
microbial ecosystem is extremely enriched by MGEs thus making
it the arena of a potentially extensive gene exchange. Indeed, the
range of genes that have been exchanged in the past is not limited
to the virulence and antibiotic resistance genes but also includes
the genes of the core gut microbiome such as encoding bile salt
hydrolases (Elkins et al., 2001) or butyrate metabolism enzymes
(Louis et al., 2007).
Humans and agricultural animals are the main consumers of
antibiotics, for therapeutic, prophylactic, and growth-promoting
purposes and, as discussed before, antibiotics may substantially
increase the rates of HGT. But what could be other host-mediated
factors contributing to the maintenance and transfer of MGEs
in gut microbiota? It seems that the in vivo environment itself
may enhance the transfer frequency and contribute to the stable
inheritance of MGEs even in the absence of selection by antibi-
otics (Johnsen et al., 2002; Dahl et al., 2007). Thus in vitro models
may substantially underestimate the transfer potential of MGEs.
In nutritionally poor environments, such as bulk soil, the presence
of earthworms greatly enhances the transfer of plasmid pJP4 from
an inoculated donor bacterium, P. ﬂuorescens, to the indigenous
soil microbiota (Daane et al., 1996). Other soil microcosm exper-
iments, modeled with E. coli as a donor of a genetically marked
large conjugative plasmid RP4luc, in the presence or absence of
earthworms, provided evidence that the gut passage was a pre-
condition for a plasmid transfer to soil microbiota (Thimm et al.,
2001). Interestingly, the plasmid was transferred at higher fre-
quencies than detected in ﬁlter mating, suggesting once again that
the HGT rates in nature are higher than the laboratory estimates.
This observation also conﬁrms the earlier notion that microbial
ecosystems are not isolated and there is a potential for lateral gene
exchange among different microbial ecosystems. If MGEs from
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soil have entered the earthworm gut, then they can also enter the
gut of animals that are next in the food chain, for example, moles
and birds.
Another curious factor that may contribute to the enhanced
HGT is the presence of ciliates. Ciliates are common in many
aquatic ecosystems as well as in the rumen. Their food vacuoles
are formed through phagocytosis and follow a particular path
through the cell resembling a primitive gastrointestinal tract. It
has been shown that ciliates may enhance the rate of conjugal
transfer between E. coli strains by two orders of magnitude, and
the mechanism involved is the accumulation of bacteria in vesicles
(Matsuo et al., 2010). Themechanism describedmay contribute to
the dissemination of antibiotic resistance in bacterial populations
(Oguri et al., 2011).
The insect gut can also be considered as a hot spot contributing
to the enhanced HGT in this ecosystem. For example, the rates of
conjugative plasmid transfer between S. enterica Newport and E.
coli in the gut of the lesser mealworm beetle are by two orders of
magnitude higher compared to ﬁlter mating (Poole and Crippen,
2009). The occurrence of conjugal plasmid transfer and transduc-
tion was also observed in the ﬂea and house ﬂy gut (Hinnebusch
et al., 2002; Petridis et al., 2006; Akhtar et al., 2009). An assessment
of natural transformability of bacteria in the insect gut, however,
failed to detect any transformation event, even with the use of A.
baylyi strain BD413 as a recipient (Ray et al., 2007).
Conditions in the gut can be considered as very favorable for
HGT. Firstly, the host provides a continuous inﬂow of nutrients
that allow maintaining the active metabolism of gut microbiota.
Secondly, the population densities are extremely high and thus
conducive to the HGT mechanisms requiring intimate cell-to-cell
contact such as conjugation. Thirdly, it is constant body temper-
ature of homeothermic animals that allows the bacterial cells to
perform at optimal efﬁciency. And ﬁnally, the vast diversity of
gut microbiota itself may have an “ampliﬁcation effect” for HGT
(Dionisio et al., 2002). In addition to these well-known factors,
recent investigations have uncovered the mechanisms of host–
microbemolecular crosstalk thatmay contribute to the frequencies
of HGT in the gut.
One of these mechanisms is based on the ability of bacte-
ria to sense and respond to host signals. In particular, bacterial
sensing and responding to the level of host stress hormones is a
well-established fact (Sperandio et al., 2003; Clarke et al., 2006;
Karavolos et al., 2008; Spencer et al., 2010). Bacterial responses
to the host stress may also involve a genetic component, which is
expressed through the enhanced conjugative gene transfer between
enteric bacteria (Peterson et al., 2011). In these in vitro experi-
ments, the physiological concentrations of norepinephrine stimu-
lated the transfer of a conjugative plasmid from a clinical strain of
Salmonella sp. to an E. coli recipient. Interestingly, the adrenergic
receptor antagonists negated the stimulatory effect of norepineph-
rine on conjugation. These mediators of host stress may possibly
affect HGT under the in vivo environment as well.
The issues of potential risks associatedwith the consumption of
GMOs by humans and animals have been addressed in a number
of feeding trials. In general, there is a lack of evidence that DNA of
transgenic plants, in particular themarkers used for their construc-
tion, can be taken up by gut microbiota or enter the organs other
than the gastrointestinal tract. Neither small fragments of trans-
genic DNA nor immunoreactive fragments of transgenic protein
were detectable in loin muscle samples from pigs fed a diet con-
taining Roundup Ready soybean meal (Jennings et al., 2003). An
assessment of the survival of transgenic plant DNA in the human
gastrointestinal tract concluded that gene transfer did not occur
during the feeding experiment involving GM soya (Netherwood
et al., 2004). No traces of the construct or endogenous soybean
DNA could be detected in muscle samples of rats fed soybean
meal from roundup ready or conventional soybeans (Zhu et al.,
2004). Likewise, no traces of transgenic DNA were detected in the
milk of cows fed corn silage from an herbicide-tolerant geneti-
cally modiﬁed variety (Phipps et al., 2005). Plasmid and genomic
DNA from GM plants were used in in vitro and in vivo (mono-
associated rats) transformation studies, but no detectable transfer
of DNAwas found (Wilcks and Jacobsen, 2010).Attempts to detect
DNA transfer from transgenic plants to bacteria in the intestine
of the tobacco hornworm (Deni et al., 2005) or bees were also
unsuccessful (Mohr and Tebbe, 2007).
BIOFILMS
Bioﬁlms are the matrix-enclosed aggregates of microbiota,
attached to each other and to biological or non-biological sur-
faces (Hall-Stoodley et al., 2004). This ancient form of adaptation
appeared very early in the prokaryotic phase of evolution to with-
stand the forces of hostile environmental factors. Indeed, bioﬁlms
can be perceived as a form of primitive multicellular organ-
isms, which use the same strategy in their interaction with the
environment as their eukaryotic counterparts do. This successful
trait, therefore, was replicated in many bacterial and archaeal lin-
eages; and bioﬁlm communities are widespread in many natural
ecosystems. It is now widely acknowledged that the majority of
microbiota found in natural, clinical, and industrial settings per-
sist in association with surfaces and not in the planktonic state
(Costerton, 1995; Davey and O’Toole, 2000). In natural ecosys-
tems, bioﬁlms are usually found in many aquatic or semi-aquatic
ecosystems such as rocks and pebbles of most streams and rivers,
on the surface of still water bodies, in wastewater treatment sys-
tems, in water and sewage pipes, in hot springs, in the subtidal
and intertidal solid surfaces of marine ecosystems, on the teeth of
humans and animals, in chronic infections of human body, and in
many other ecosystems. For studies of HGT in highly organized
structures as bioﬁlms, technologies such as single-cell detection
of donor, recipient, and transconjugant bacteria, combined with
individual-based mathematical models, have been developed to
estimate the HGT rates in situ (Sørensen et al., 2005). Raman
spectrometry and environmental scanning electron microscopy
analyses, combined with molecular ecology tools, allow a better
understanding of structure-and-functionof bioﬁlms including the
chemical composition of the matrix, microbiota embedded in the
matrix, and the spatial distribution of bioﬁlms (Schwartz et al.,
2009).
Most of our knowledge regarding the biology of bioﬁlms came
from clinical microbiology. This increased attention to the clinical
aspects of bioﬁlmcommunitieswas primarily dictated by their role
in human disease (Parsek and Singh, 2003; Fux et al., 2005; Lind-
say and von Holy, 2006; Estrela et al., 2009; Kaplan, 2010). Bioﬁlm
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formation is linked to the pathology of many infectious diseases,
and bioﬁlms are notoriously difﬁcult to eradicate because of the
increased level of resistance to antibiotics (Stewart and Costerton,
2001;Anderson andO’Toole, 2008;Høiby et al., 2010a). The ability
to form highly resilient bioﬁlms has been demonstrated for many
human pathogens such as P. aeruginosa (for recent reviews, see
Harmsen et al., 2010; Häussler, 2010; Høiby et al., 2010b; and Has-
sett et al., 2010), Staphylococcus aureus (Goerke and Wolz, 2010),
S. epidermidis (Fey and Olson, 2010; Rohde et al., 2010), Strepto-
coccus pneumoniae (Moscoso et al., 2009), S. mutans (Senadheera
andCvitkovitch, 2008),Neisseria gonorrhoeae (Greiner et al., 2005;
Falsetta et al., 2009; Steichen et al., 2011), Campylobacter jejuni
(Haddock et al., 2010;Naito et al., 2010),Candida sp. (Morales and
Hogan, 2010; Williams et al., 2011), and others. Besides, microor-
ganisms may form mixed-species communities and, in a number
of cases, this may promote the development of bioﬁlms (Bamford
et al., 2009; Silverman et al., 2010; Teh et al., 2010).
Given their structure-and-function, bioﬁlms are the hot spots
for HGT because they provide high population densities and close
proximity of cells, cells in bioﬁlms are metabolically active, and the
microbiota is protected against harsh environment, predators, and
immune surveillance by the extracellular matrix in which the cells
are encapsulated. Indeed, HGT occurs with enhanced efﬁciency
in bioﬁlms, and conjugative plasmids themselves contribute to
the development, stabilization, and expansion of bioﬁlms (Haus-
ner and Wuertz, 1999; Ghigo, 2001; Molin and Tolker-Nielsen,
2003; Reisner et al., 2006; Burmølle et al., 2008). Conjugal plas-
mid transfer that is implemented through the synthesis of pili
and type IV secretion system contributes to the intimate cell-
to-cell contact, thus facilitating the formation and growth of
bioﬁlms. Type IV secretion systems use a pilus-based system to
mediate DNA or protein transfer (Hayes et al., 2010). The involve-
ment of type IV secretion system in bioﬁlm formation has been
demonstrated for a number of bacteria (Shime-Hattori et al.,
2006; Li et al., 2007; Luke et al., 2007; Barken et al., 2008; Varga
et al., 2008; Bahar et al., 2009; Gibiansky et al., 2010). Protec-
tion under the umbrella of bioﬁlms confers a selective advantage
for the bacteria as well as aids further plasmid/ICE/GEI trans-
fers. Thus, this positive feedback sustains the diversity of MGEs
in bioﬁlms and offsets the ﬁtness cost associated with the carriage
of MGEs.
The presence of prophages in the host’s genome may have a
modulatory effect on bioﬁlm formation and physiology of the
host, including central metabolism (Wang et al., 2009). Some
prophage-encoded proteins are actually essential for bioﬁlm for-
mation (Toba et al., 2011). The modulatory effect of prophages
is expressed in the enhancement of bioﬁlm formation and the
resistance of bioﬁlms against adverse environmental conditions
(Carrolo et al., 2010; Wang et al., 2010). The bioﬁlm matrix
is a conglomerate of polymers usually consisting of extracellu-
lar DNA (eDNA), proteins, and polysaccharides. In this respect,
a partial phage-mediated lysis of a proportion of microbiota
in bioﬁlm, due to spontaneous phage induction, may provide
the eDNA supply, thus contributing to bioﬁlm formation and
maintenance by the remaining bacterial populations (Carrolo
et al., 2010; Gödeke et al., 2011). At the same time, trans-
mission electron microscopy reveals also the presence of intact
bacteriophage particles that are enmeshed in the extracellular
polymeric matrix of bioﬁlms (Kay et al., 2011). Precise deletion
of E. coli prophages uncovered the role of e14 and rac proteins
in the increased early bioﬁlm formation (Wang et al., 2010).
Besides, other prophages contributed to the host resistance against
a variety of stresses, including osmotic, oxidative, and acid. These
examples reveal the role of the phage-mediated HGT in bacte-
rial evolution and adaptation, especially regarding the acquired
ability to form bioﬁlms as well as to withstand environmental
stresses.
Natural competence and transformability in bacteria usually
correlates with the presence of type IV pili or type IV pilin-like
proteins (Averhoff and Friedrich, 2003). While the role of conju-
gation machinery and pili in bioﬁlm formation and subsequent
acceleration of conjugative element transfer is ﬁrmly established,
it is not clear if the same is true for natural transformation.
Given the involvement of type IV pili or type IV pilin-like pro-
teins in natural transformation and in bioﬁlm formation, would
this result in a higher rate of transformation within bioﬁlms? Do
the large quantities of eDNA in the extracellular matrix partici-
pate in natural transformation of bacteria in bioﬁlms? There are
very few works that have addressed these questions. Horizontal
transfer of non-conjugative plasmids in E. coli colony bioﬁlms
suggested the possibility of natural transformation within bacte-
rial bioﬁlms (Maeda et al., 2006). Later, however, it became clear
that the mechanism of DNA acquisition in the bioﬁlm is more
complex and was, therefore, described as a “cell-to-cell transfor-
mation,” which also involves a peptide pheromone as a regulator
(Etchuuya et al., 2011). Other circumstantial evidences of DNA
transfer due to close cell-to-cell contact (Van Randen andVenema,
1984; Wang et al., 2007) may be interpreted within the frames of
this hypothesis, although the transfer in these cases was between
the genera, and the role of pheromones was not shown. The lan-
guageof intercellular communicationused in regulationof various
processes within the complex structure of bioﬁlms is indeed the
language of pheromones such as N -acyl-l-homoserine lactones,
furanosyl borate diester, and peptide autoinducers (Dickschat,
2010). Recently, the possibility of transfer of tetracycline resis-
tance by transformation with eDNA within model oral bioﬁlms
was described, although without specifying the frequency of such
an event (Hannan et al., 2010).
FACTORS AFFECTING HGT
STRESS AND SOS RESPONSE
It has been long recognized that various stress conditionsmay con-
tribute to increased rates of HGT. For example, UV irradiation or
starvation affects the mobility of transposons and ISs (Levy et al.,
1993; Ilves et al., 2001). While the lysogenic cycle in the phage
development limits its inheritance to the vertical transfer within
the chromosome of the host, the stress factors such as induction
of the SOS response or amino acid deprivation of the host lead to
the lytic cycle and further horizontal dissemination of phage and
transduced DNA (Melechen and Go, 1980; Little, 2005). Control
of horizontal transfer of ICEs, which are found in many bacterial
genomes and which encode a variety of properties besides antibi-
otic resistance and virulence,may also be regulated through stress,
SOS, and other environmental signals (Auchtung et al., 2005; Bose
Frontiers in Microbiology | Antimicrobials, Resistance and Chemotherapy July 2011 | Volume 2 | Article 158 | 8
Aminov Gene exchange in nature
et al., 2008). In particular, the SOS response, which is induced
by DNA damaging agents such as mitomycin C and antibiotics
such as ﬂuoroquinolones and dihydrofolate reductase inhibitors,
leads to the expression of the SXT activators resulting in more
than 300-fold increase of HGT rates (Beaber et al., 2004). Thus
the consequences of using SOS response-inducing antibiotics may
result in co-selection of other antibiotic resistance genes that are
physically linked in a MGE (Hastings et al., 2004). Moreover, the
SOS response controls integron recombination thus enhancing
the potential for cassette swapping and capture in cells (Guerin
et al., 2009). Besides the antibiotic- (see the previous section) and
SOS response-regulated excision, transfer, and integration of ICEs,
regulatory factors include the stationary phase of growth and the
presence of 3-chlorobenzoate (Sentchilo et al., 2003). Interestingly,
this chlorinated compound stimulates horizontal transfer of the
genes encoding its own metabolism. This may explain the pre-
vious results of the authors that suggested the need of speciﬁc
substrates for genetic transfer to occur in activated-sludge micro-
cosms (Ravatn et al., 1998). The transfer of another class of MGEs,
GTA, can also be induced by mitomycin C and oxidative stress
(Stanton et al., 2008).
Although it has been initially assumed that the SOS response
is triggered exclusively by direct DNA damage, there is evidence
that certain stimuli can indirectly generate SOS-inducing signals
(Aertsen and Michiels, 2006). Some antibiotics, which do not
directly interfere with DNA metabolism,may, nevertheless, induce
a genuine SOS response. This was demonstrated, for example,
for the β-lactam antibiotics targeting bacterial cell wall (Miller
et al., 2004). The resulting effect is the elevated rate of horizontal
transfer of virulence genes in staphylococci (Maiques et al., 2006;
Ubeda et al., 2006). Furthermore, the presence of a functional SOS
response system seems not an absolute prerequisite for the stress-
induced increase in HGT frequencies. In naturally competent
bacterial species such as Streptococcus pneumonia the antibiotic-
imposed stress induces genetic transformation in the absence of
a SOS-like system (Prudhomme et al., 2006). Another naturally
competent bacterium, Legionella pneumophila, also lacks a proto-
typic SOS response system, but UV light, which represents a major
source of genotoxic stress in the environment, effectively induces
competence development in this bacterium (Charpentier et al.,
2011). The authors have hypothesized that competence for natural
transformation and, therefore, the ability to acquire and propagate
foreign genesmay have evolved as aDNAdamage response in SOS-
deﬁcient bacteria. Thus, Gram-positive bacteria respond to stress
conditions by induction of competence for genetic transformation
to generate genetic diversity (Claverys et al., 2006). The strategy is
combined with SOS induction in bacteria, such as B. subtilis,while
others, such as S. pneumonia, rely solely on competence.
In naturally competent Gram-negative bacteria, the stress con-
ditions may also enhance HGT. Vibrio cholera, for example, can
acquire new genetic material by natural transformation during
growth on chitin, which activates regulatory cascades leading to
increased cell density, nutrient limitation, and decline in growth
rate and stress (Meibom et al., 2005). Stress in the form of
DNA damage induces transcription and translation of compe-
tence genes in Helicobacter pylori, thus increasing transformation
frequency and genetic exchange rates (Dorer et al., 2010).
To what extent is the SOS response induced in natural ecosys-
tems? The impact of solar UV radiation on microbiota may be
profound, especially in aquatic ecosystems (Hader, 2000; Sinha
and Hader, 2002). One of the major targets is DNA where UV-
B irradiation results in the formation of cyclobutane-pyrimidine
dimers (CPDs), 6-4 photoproducts (6-4PPs), and DNA strand
breaks, thus leading to the induction of a number of repair mecha-
nisms, including the SOS response (Rastogi et al., 2010). In photo-
synthetic cyanobacteria,UV-B stress is accompanied by additional
stresses such as oxidative stress and oxidative damage (He et al.,
2002). Despite the fact that future trends for solar UV irradiation
of the Earth’s surface remain unclear, the increases in UV-B irradi-
ance over the latter part of the twentieth century have been larger
than the natural variability (McKenzie et al., 2007). Thus, this fac-
tor may play an increasingly important role in accelerating HGT
in microbial ecosystems.
SUB-INHIBITORY ANTIMICROBIALS
During the recent years the concept of antibiotics as solely
killing agents has been substantially revised in the light of new
ﬁndings suggesting that low concentrations of antibiotics may
play a regulatory function in natural ecosystems (Davies et al.,
2006; Fajardo and Martínez, 2008; Aminov, 2009). Moreover,
the killing/therapeutic and regulatory/sub-inhibitory concentra-
tions of an antibiotic are indeed directed toward different tar-
gets in the cell (Hoffman et al., 2005). There is a substantial
body of evidence suggesting that the sub-inhibitory concentra-
tions of antibiotics may signiﬁcantly increase the frequency of
horizontal transfer of many types of MGEs. It was noticed a quar-
ter of a century ago that the sub-inhibitory concentrations of
β-lactams enhanced the transfer of tetracycline resistance plas-
mids in Staphylococcus aureus by up to 1,000-fold (Barr et al.,
1986). Pre-incubation of donor cells of Bacteroides sp. in the
presence of sub-inhibitory tetracycline accelerates the mobiliza-
tion of a resident non-conjugative plasmid by chromosomally
encoded tetracycline conjugal elements (Valentine et al., 1988).
A similar type of exposure of donor Bacteroides cells appeared
to be a prerequisite for the excision and conjugal transfer of the
ICE CTnDOT (Stevens et al., 1993; Whittle et al., 2002). In the
absence of tetracycline induction of donor cells, practically no
such transfers were detected. Addition of sub-inhibitory tetracy-
cline into the mating medium substantially enhanced the conjugal
transfer of another ICE, Tn916 (Showsh and Andrews, 1992). A
similar stimulatory effect of tetracycline on conjugation transfer
was demonstrated for Tn925 as well (Torres et al., 1991). A recent
study has revealed the induction effect of carbadox and metron-
idazole on the GTA-mediated HGT in Brachyspira hyodysenteriae
(Stanton et al., 2008). The induced VSH-1 particles transmitted
tylosin and chloramphenicol resistances betweenB. hyodysenteriae
strains.
These experiments described above have beenperformedunder
laboratory conditions using standard mating techniques, and the
question is whether these observations reﬂect the real in vivo situ-
ation or these are the effects of speciﬁc in vitro conditions. The for-
mer point of view is supported by a number of experiments using
animal models. For instance, the inclusion of sub-inhibitory tetra-
cycline in drinking water resulted in a 10-fold increase of transfer
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of an ICE,Tn1545, from Enterococcus faecalis to Listeria monocyto-
genes in the intestine of gnotobiotic mice (Doucet-Populaire et al.,
1991). In gnotobiotic rats, the presence of tetracycline resulted in
a higher number of Tn916 transconjugants compared to control
(Bahl et al., 2004). An astonishing 100% transfer rate of a small
plasmid pLFE1 from Lactobacillus plantarum to E. faecalis was
observed in the gut of gnotobiotic mice receiving erythromycin
(Feld et al., 2008). These experiments suggest that the stimulatory
effect of sub-inhibitory antibiotics on transfer of MGEs is not an
artifact of in vitro conditions but happens in the real gut of real
animals. It needs to be noted, however, that the transfer frequen-
cies were estimated in gnotobiotic animals, which are lacking the
highly diverse and dense microbiota in the gut.
The mechanisms contributing to the enhanced movement of
MGEs in the presence of antibiotics have been established on
several occasions, especially for ICEs. In Tn916, transcriptional
regulation of the tra genes required for the conjugal transfer of
this ICE is under the control of orf7 and orf8 products (Celli
and Trieu-Cuot, 1998; Roberts and Mullany, 2009). Transcripts
for these two ORFs are produced from the distant promoter of
the tet (M) gene as well as from the promoter directly upstream
of orf7. In the absence of tetracycline, transcription from PtetM is
attenuated (Su et al., 1992), and the transcripts are very short, not
covering the orf7 and orf8 genes. In addition, the product of orf9
negatively regulates the promoter upstreamof orf7. In the presence
of tetracycline, however, transcription from PtetM extends through
orf7 and orf8 thus allowing the synthesis of these two proteins
that promote transcription from Porf7 . The long transcripts from
PtetM are also complementary to the orf9 transcripts thus efﬁ-
ciently reducing the concentration of Porf7 repressor. As a result,
transcription from Porf7 extends downstream of orf8 through int
and xis, which encode the integrase and excisionase, respectively.
Once Tn917 is circularized, transcription from Porf7 also leads
to the expression of the tra genes thus initiating the conjugation
machinery.
Another mechanism, also involving tetracycline as a posi-
tive regulator of HGT, is implemented in the Bacteroides ICE,
CTnDOT (Whittle et al., 2002; Moon et al., 2005). In this reg-
ulatory cascade, tetracycline activates the transcription of the
tet (Q) gene and the downstream genes of the two-component
regulatory system, rteA and rteB. The product of rteB activates
the transcription of rteC system, which, in turn, leads to the
elevated transcription of the gene cluster involved in CTnDOT
excision. Subsequently, the proteins encoded by the excision genes
upregulate the production of tra gene mRNA thus activating the
conjugationmachinery (Jeters et al., 2009). In this complex regula-
tory system, the stimulatory effect of tetracycline on transcription
of its own resistance gene (and concomitantly on the excision and
conjugal transfer genes of CTnDOT) is implemented through a
translation attenuation mechanism involving the leader region of
tet (Q) (Wang et al., 2005).
Both regulatory mechanisms of the MGE movement discussed
above display a common theme in that the primary switch for
this genetic process is based on an antibiotic–antibiotic resistance
gene pair. That is, the presence of a sub-inhibitory antibiotic in the
environment activates the transcription of a corresponding resis-
tance gene and, concurrently, the genes involved in the mobility of
MGEs. In this regard, the interaction of an antibiotic and antibi-
otic resistance gene resembles a positively regulated switch,with an
antibiotic possessing a signaling function, ultimately leading to the
activation of horizontal gene exchange in microbiota. The recent
works describing concentration-dependent bacterial responses to
antibiotics have led to the development of the hormesis concept
(Davies et al., 2006; Fajardo andMartínez, 2008). According to this
concept, low concentrations of antibiotics may regulate a speciﬁc
set of genes in target bacteria, while increasingly higher concen-
trations elicit a stress response, and even higher concentrations are
lethal. It has been suggested that antibiotics play a regulatory role in
nature at low concentrations unlike the lethal concentrations used
in clinical therapy (Aminov, 2009). Given the profound stimula-
tory effect of low-dose antibiotics on the movement of MGEs, one
of the functions of antibiotics in natural ecosystems may be the
regulation of HGT between the representatives of environmental
microbiota.
Despite the fact that some countries have enacted legislations
limiting the non-therapeutic use of antibiotics, in particularly
in food animals (http://ec.europa.eu/food/food/animalnutrition/
feedadditives/index_en.htm), the use of sub-therapeutic antimi-
crobials in agriculture and aquaculture of other countries is still
widespread. Moreover, the US Food and Drug Administration has
recently approved sub-inhibitory concentrations of doxycycline
and minocycline for the systemic treatment of skin infections in
humans (Del Rosso, 2007). Thus, there is a high probability that
the gut ecosystems may continue to be hotspots of horizontal gene
exchange involving the resident and transient gut microbiota. The
land application of manurewith residual antibiotics and antibiotic
resistance genes of the gut content may further contribute to the
enhanced HGT in the environment (Chee-Sanford et al., 2009).
INDIRECT MECHANISMS OF MAINTENANCE AND DISSEMINATION
OF MGEs
The “cooperation” between different mechanisms of HGT can
be seen in many examples of mobility among the genetic ele-
ments that are normally not mobile on their own. For example,
ICEs of Bacteroides spp. and large broad-host-range conjuga-
tive IncP plasmids R751 and RP4 are able to act in trans to
excise, circularize, and transfer unlinked integrated elements called
NBUs (Li et al., 1993; Shoemaker et al., 1993). Bioinformatics
of plasmid mobility suggests that globally about a quarter of all
plasmids are potentially mobilizable and, therefore, can be trans-
ferred if a compatible conjugation machinery is present (Smillie
et al., 2010). In Sinorhizobium meliloti, conjugation functions for
a 1,683-kb symbiotic megaplasmid pSymB are supplied in trans
by another megaplasmid, pSymB (Blanca-Ordóñez et al., 2010).
The recently described ISCR elements are thought to be the key
players in IncA/C plasmid evolution serving as antibiotic resis-
tance gene capture and movement systems that are also capable
of constructing extended clusters of antibiotic resistance genes
(Toleman and Walsh, 2010).
Insertion sequences constitute an important component of
most bacterial genomes and are simple transposable elements
consisting of inverted repeat (IR) sequences, a transposase gene,
and frequently a second recombination regulation enzyme gene
(Mahillon and Chandler, 1998). It has been thought that the
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transposition of ISs is a rare event within a bacterial genome,
but the discovery of a protein called IS-excision enhancer (IEE),
which promotes excision events, suggested that the rates could be
high (Kusumoto et al., 2011). The IEE activity, therefore, may play
an important role in bacterial genome evolution by inducing IS
removal and genomic deletion. Another aspect is the transposi-
tion of an IS into a conjugative plasmid, an ICE, or a genomic
island. This way, the IS elements can be disseminated to many
other, not necessarily closely related, bacterial taxa. Together with
prophages (Asadulghani et al., 2009), IS elements are the major
contributors to the genomic diversiﬁcation in pathogenic E. coli
(Ooka et al., 2009). Since the IS elements are ubiquitous in many
bacteria, including environmental and commensal species, these
mechanisms of diversiﬁcation are probably not limited exclusively
to pathogens.
Since the carriage of MGEs may be associated with a consid-
erable ﬁtness cost, certain mechanisms of stable inheritance have
been selected within the MGEs. One of these mechanisms is a
toxin–antitoxin (TA) system consisting of two components, a sta-
ble toxin and its labile antitoxin. Type I and II TA systems were
found on plasmids in the 1980s (Ogura and Hiraga, 1983; Jaffe
et al., 1985), and type III is a more recent discovery (Fineran et al.,
2009). The general mechanism of action is that if an MGE with
TA system is lost during cell division, the concentrations of a labile
antitoxin rapidly decreases thus releasing a stable toxin,which kills
an MGE-free cell (Van Melderen, 2010). Thus, TA systems con-
tribute to the stable maintenance and dissemination of plasmids
and genomic islands in bacterial populations despite the associated
ﬁtness cost.
The size of MGEs varies from small IS elements (typically
700 to 2,500 bp; Mahillon and Chandler, 1998) to large symbi-
otic megaplasmids of Sinorhizobium meliloti (1.35 and 1.68Mb;
Barnett et al., 2001; Capela et al., 2001). The majority of large
self-transmissible genetic elements have a sufﬁcient capacity to
carry multiple genes, including those encoding antibiotic, heavy
metal and biocide resistances, metabolism of various substrates
and xenobiotics, symbiosis with the host, and other auxiliary
functions. The fact that R plasmids mediate resistance to mer-
cury, nickel, and cobalt was ﬁrst described more than 40 years
ago (Smith, 1967). Subsequent research by other groups demon-
strated that the genetic linkage between antibiotic resistance and
mercury resistance in enterobacteria had occurred prior to the
late 1950s in Japan (reviewed in Liebert et al., 1999). At the same
time, Enterobacteriaceae strains collected by E. D. G. Murray from
1917 to 1954 contained very few antibiotic and mercury resistant
bacteria, despite the ﬁnding that 25% of the strains carried con-
jugative functions (Hughes and Datta, 1983). Thus, the frequency
of MGEs even in the “pre-antibiotic era” was sufﬁciently high but
not associated with the adaptation to anthropogenic factors such
as antibiotics or heavy metals.
The exceptional natural genetic engineering capabilities of bac-
teria have been profoundly demonstrated during the “antibiotic
era” (Aminov, 2010). To withstand the massive pressure of antimi-
crobials used by humans, commensal, and pathogenic bacteria
were able,within a relatively short period of time on the evolution-
ary scale, tomobilize a huge reservoir of antibiotic resistance genes,
often from the environmental bacteria (Aminov andMackie, 2007;
Cantón, 2009; Wright, 2010). The main genetic engineering tool
used by bacteria to collect antibiotic resistance genes is integrons,
the genetic platform that is involved in the acquisition and func-
tional expression of exogenous gene cassettes (Mazel, 2006). The
discovery of superintegrons that contain hundreds of auxiliary
genes andmay occupy a signiﬁcant part of many bacterial genomes
has changed our initial interpretation of integrons as merely a
mechanism of collecting antibiotic resistance genes. The presence
of toxin/antitoxin cassettes in superintegrons further facilitates the
stabilization of large cassette arrays consisting of many ancillary
genes (Cambray et al., 2010).
The physical linkage of numerous and functionally diverse
groups of genes within the high-capacity MGEs has implications
for their persistence in the environment. Selection that is imposed
toward even a single component/gene of an MGE will automat-
ically select for the whole MGE. Thus, we should see the co-
selection effect in phenotypes of bacteria that carryMGEs. Indeed,
bacteria inmetal-contaminated areas appeared to bemore tolerant
to metals and antibiotics than in control sites (Stepanauskas et al.,
2005; Baker-Austin et al., 2006; Wright et al., 2006). Treatment of
agricultural soils with copper may lead to a signiﬁcantly higher
incidence of antibiotic resistance phenotypes in indigenous soil
microbiota (Berg et al., 2005). In freshwater microcosms, amend-
ment with metal concentrations representative of industry and
mining-impacted environments increased the frequency of antibi-
otic resistance in the microbial communities (Stepanauskas et al.,
2006). Genetic mechanisms responsible for the co-selection phe-
nomena in the contaminated environments are presently poorly
understood, but it is clear that the MGE-driven HGT is the main
adaptive trait in bacteria inhabiting industrially contaminated
aquatic (Wright et al., 2008) and soil (Top et al., 1995; Sobecky
and Coombs, 2009) ecosystems.
QUORUM SENSING
The quorum sensing (QS) systems are widespread among a variety
of microbiota and initially they were recognized as population-
density-sensing mechanisms based on the best-studied prototype,
the QS network, which regulates the lux operon in Vibrio ﬁs-
cheri (Eberhard et al., 1981; Fuqua et al., 1996). Since then it has
become clear that the QS is involved in regulation of a much
broader range of functions and activities such as pathogenicity,
extracellular enzyme production, antibiotic biosynthesis, and oth-
ers (Bainton et al., 1992; Jones et al., 1993; Passador et al., 1993;
Pirhonen et al., 1993; Pierson et al., 1994). The QS is indeed a uni-
versal language of communication not only among the bacteria
but also in the inter-kingdom interaction (Shiner et al., 2005).
One of the earliest indications of the QS involvement in
HGT came from the studies of conjugal transfer of the Agrobac-
terium tumefaciens Ti plasmids (Zhang and Kerr, 1991; Piper
et al., 1993; Fuqua and Winans, 1994). The Ti plasmid encodes
a regulatory system, consisting of the acyl-homoserine lactone
(AHL) synthase TraI and the transcription factor TraR. TraI syn-
thesizes AHLs, mainly N -(3-oxo-octanoyl)-l-homoserine lactone
(OOHL), while TraR is an OOHL-dependent transcription acti-
vator of conjugative transfer genes. Molecular mechanisms of this
activation that leads to the enhanced conjugal transfer of the Ti
plasmids are well understood (Costa et al., 2009; Qin et al., 2009).
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Another well-explored area is the QS regulation of transfer
of large symbiotic plasmids in rhizobia (Danino et al., 2003; He
et al., 2003; Tun-Garrido et al., 2003). Analysis of plasmid trans-
fer in several rhizobia species has revealed a regulatory relay that
is speciﬁcally poised to detect AHLs made by different cells and
to respond to these signals by up-regulation of conjugal transfer
genes. In turn, the production of AHLs, N -(3-oxo-octanoyl)-l-
homoserine lactone, and N -(octanoyl)-l-homoserine lactone, is
regulated by a complex interaction of plasmid- and chromosome-
encoded genes in donors and recipients in response to environ-
mental cues. Recently it has been shown that the transfer of an
ICE of Mesorhizobium loti, which carries genes for a nitrogen-
ﬁxing symbiosis with Lotus species, is also regulated by a QS
mechanism (Ramsay et al., 2009). The two conserved hypothet-
ical genes, which are essential for the QS-mediated excision and
transfer, can also be found on putative ICEs in several alphapro-
teobacteria, indicating a broader presence of this HGT regulatory
mechanism.
Recent investigations have identiﬁed an important role played
by QS in regulation of phage-mediated HGT. For example, acyl-
homoserine lactones (AHLs), the essential signaling molecules of
QS in many Gram-negative bacteria, can trigger phage production
in soil and groundwater bacteria (Ghosh et al., 2009). Interestingly,
in the recA mutant of E. coli the induction responses of lambda to
AHL remained unaffected, suggesting that this mechanism does
not involve an SOS response.
CONCLUDING REMARKS
The high rate of horizontal gene exchange in natural ecosystems is
evident from both retrospective and prospective types of studies.
The microbial world around us can be seen as a giant micro-
biome, with the continuous ﬂow of genes between its different
compartments. This ﬂow is sustained by a variety of sophisticated
natural genetic engineering tools,MGEs,which have been selected
during the evolution as providing the means for re-shufﬂing the
available genetic material and picking the best responses possible
to cope with the continuously changing environmental challenges.
The recent relatively short history of the “antibiotic era” (Aminov,
2010) demonstrates the ultimate success of this strategy and urges
us to rethink our own when interacting with the microbial world.
Continuous discoveries of novel MGEs and mechanisms of HGT,
together with the ﬁndings of unexpectedly high HGT rates in
natural ecosystems, indicate that we are still far from the under-
standing of the true extent of HGT in nature. The contribution
to the better understanding may be envisaged as the combina-
tion of retrospective and prospective approaches. On the dry
lab side, the history of past HGT events, which is recorded in
the wealth of genomic/genomic information, can be more vigor-
ously interrogated on the basis of our knowledge about MGEs
and with the help of bioinformatics tools that are able to detect
the events consistent with HGT. On the wet lab side, it is the
development of in situ technologies that are more sensitive, less
intrusive and applicable to the ﬁeld studies. The microcosm exper-
iments should model real environmental situations, working with
native microbiota, with a lesser dependence on model organ-
isms. These developments may help to elaborate better strate-
gies to deal with the pressing needs such as the emergence of
novel infections and opportunistic pathogens as well as antibiotic
resistance genes.
ACKNOWLEDGMENTS
The author is supported by the Rural and Environmental Sci-
ence and Analytical Services (RESAS) Program of the Scottish
Government.
REFERENCES
Aardema, B. W., Lorenz, M. G., and
Krumbein, W. E. (1983). Protection
of sediment-adsorbed transforming
DNA against enzymatic inactiva-
tion. Appl. Environ. Microbiol. 46,
417–420.
Aertsen, A., and Michiels, C. W. (2006).
Upstream of the SOS response:
ﬁgure out the trigger. Trends Micro-
biol. 14, 421–423.
Akhtar, M., Hirt, H., and Zurek, L.
(2009). Horizontal transfer of
the tetracycline resistance gene
tet(M) mediated by pCF10 among
Enterococcus faecalis in the house
ﬂy (Musca domestica L.) ali-
mentary canal. Microb. Ecol. 58,
509–518.
Akkermans, A. D. L., Van Elsas, J. D.,
and De Bruijn, F. J. (1995). Molec-
ular Microbial Ecology Manual. Dor-
drecht: Kluwer Academic Publisher.
Aminov, R. I. (2009). The role of
antibiotics and antibiotic resistance
in nature. Environ. Microbiol. 11,
2970–2988.
Aminov, R. I. (2010). A brief his-
tory of the antibiotic era: lessons
learned and challenges for the
future. Front. Microbiol. 1:134. doi:
10.3389/fmicb.2010.00134
Aminov, R. I., and Mackie, R. I. (2007).
Evolution and ecology of antibiotic
resistance genes. FEMS Microbiol.
Lett. 271, 147–161.
Anagnostopoulos, C., and Spizizen, J.
(1961). Requirements for transfor-
mation in Bacillus subtilis. J. Bacte-
riol. 81, 741–746.
Andersen, J. B., Sternberg, C., Poulsen,
L. K., Bjorn, S. P., Givskov, M., and
Molin, S. (1998). New unstable vari-
ants of green ﬂuorescent protein for
studies of transient gene expression
in bacteria. Appl. Environ. Microbiol.
64, 2240–2246.
Anderson, G. G., and O’Toole, G.
A. (2008). Innate and induced
resistance mechanisms of bacter-
ial bioﬁlms. Curr. Top. Microbiol.
Immunol. 322, 85–105.
Angles, M. L., Marshall, K. C., and
Goodman, A. E. (1993). Plasmid
transfer between marine bacteria in
the aqueous phase and bioﬁlms in
reactor microcosms. Appl. Environ.
Microbiol. 59, 843–850.
Angly, F. E., Felts, B., Breitbart, M.,
Salamon, P., Edwards, R. A., Carl-
son, C., Chan, A. M., Haynes,
M., Kelley, S., Liu, H., Mahaffy,
J. M., Mueller, J. E., Nulton, J.,
Olson, R., Parsons, R., Rayhawk,
S., Suttle, C. A., and Rohwer, F.
(2006). The marine viromes of
four oceanic regions. PLoS Biol.
4, e368. doi:10.1371/journal.pbio.
0040368
Asadulghani, M., Ogura, Y., Ooka,
T., Itoh, T., Sawaguchi, A., Iguchi,
A., Nakayama, K., and Hayashi,
T. (2009). The defective prophage
pool of Escherichia coli O157:
prophage-prophage interactions
potentiate horizontal trans-
fer of virulence determinants.
PLoS Pathog. 5, e1000408. doi:
10.1371/journal.ppat.1000408
Auchtung, J. M., Lee, C. A., Monson,
R. E., Lehman, A. P., and Gross-
man, A. D. (2005). Regulation of a
Bacillus subtilis mobile genetic ele-
ment by intercellular signaling and
the global DNA damage response.
Proc. Natl. Acad. Sci. U.S.A. 102,
12554–12559.
Averhoff, B., and Friedrich, A. (2003).
Type IV pili-related natural trans-
formation systems: DNA transport
in mesophilic and thermophilic
bacteria. Arch. Microbiol. 180,
385–393.
Avery, O. T., MacLeod, C. M., and
McCarty, M. (1944). Studies on the
chemical nature of the substance
inducing transformation of pneu-
mococcal types. Induction of trans-
formation by a desoxyribonucleic
acid fraction isolated from pneu-
mococcus type III. J. Exp. Med. 89,
137–158.
Bahar, O., Goffer, T., and Burdman, S.
(2009). Type IV pili are required
for virulence, twitching motility,
and bioﬁlm formation of Acidovo-
rax avenae subsp. citrulli. Mol. Plant
Microbe Interact. 22, 909–920.
Bahl, M. I., Sorensen, S. J., Hansen,
L. H., and Licht, T. R. (2004).
Effect of tetracycline on transfer and
establishment of the tetracycline-
inducible conjugative transposon
Tn916 in the guts of gnotobiotic
rats. Appl. Environ. Microbiol. 70,
758–764.
Frontiers in Microbiology | Antimicrobials, Resistance and Chemotherapy July 2011 | Volume 2 | Article 158 | 12
Aminov Gene exchange in nature
Bainton, N. J., Bycroft, B. W., Chhabra,
S. R., Stead, P., Glehill, L., Hill, P.
J., Rees, C. E. D., Winson, M. K.,
Salmond, G. P. C., Stewart, G. S. A.
B., andWilliams, P. (1992). A general
role for the lux autoinducer in bacte-
rial cell signaling: control of antibi-
otic biosynthesis in Erwinia. Gene
116, 87–91.
Baker-Austin, C., Wright, M. S.,
Stepanauskas, R., and McArthur, J.
V. (2006). Co-selection of antibi-
otic and metal resistance. Trends
Microbiol. 14, 176–182.
Bamford, C. V., d’Mello, A., Nobbs, A.
H.,Dutton, L. C.,Vickerman,M. M.,
and Jenkinson, H. F. (2009). Strepto-
coccus gordonii modulates Candida
albicans bioﬁlm formation through
intergeneric communication. Infect.
Immun. 77, 3696–3704.
Barken, K. B., Pamp, S. J., Yang, L., Gjer-
mansen, M., Bertrand, J. J., Klausen,
M., Givskov, M., Whitchurch, C.
B., Engel, J. N., and Tolker-
Nielsen, T. (2008). Roles of type
IV pili, ﬂagellum-mediated motil-
ity and extracellular DNA in the
formation of mature multicellular
structures in Pseudomonas aerugi-
nosa bioﬁlms.Environ.Microbiol. 10,
2331–2343.
Barnett, M. J., Fisher, R. F., Jones,
T., Komp, C., Abola, A. P., Barloy-
Hubler, F., Bowser, L., Capela, D.,
Galibert, F., Gouzy, J., Gurjal, M.,
Hong, A., Huizar, L., Hyman, R.
W., Kahn, D., Kahn, M. L., Kalman,
S., Keating, D. H., Palm, C., Peck,
M. C., Surzycki, R., Wells, D. H.,
Yeh, K. C., Davis, R. W., Feder-
spiel, N. A., and Long, S. R. (2001).
Nucleotide sequence and predicted
functions of the entire Sinorhizo-
bium meliloti pSymA megaplasmid.
Proc. Natl. Acad. Sci. U.S.A. 98,
9883–9888.
Barondess, J. J., and Beckwith, J. (1990).
A bacterial virulence determinant
encoded by lysogenic coliphage
lambda. Nature 346, 871–874.
Barr, V., Barr, K., Millar, M. R., and
Lacey, R. W. (1986). Beta-lactam
antibiotics increase the frequency of
plasmid transfer in Staphylococcus
aureus. J. Antimicrob. Chemother. 17,
409–413.
Baya, A. M., Brayton, P. R., Brown, V.
L., Grimes, D. J., Russek-Cohen, E.,
and Colwell, R. R. (1986). Coin-
cident plasmids and antimicrobial
resistance in marine bacteria iso-
lated from polluted and unpolluted
Atlantic Ocean samples. Appl. Envi-
ron. Microbiol. 51, 1285–1292.
Beaber, J. W., Hochhut, B., and Wal-
dor, M. K. (2004). SOS response
promotes horizontal dissemina-
tion of antibiotic resistance genes.
Nature, 427, 72–74.
Berg, J., Tom-Petersen, A., and Nybroe,
O. (2005). Copper amendment of
agricultural soil selects for bac-
terial antibiotic resistance in the
ﬁeld. Lett. Appl. Microbiol. 40,
146–151.
Binh, C. T., Heuer, H., Kaupenjohann,
M., and Smalla, K. (2008). Piggery
manure used for soil fertilization is a
reservoir for transferable antibiotic
resistance plasmids. FEMS Micro-
biol. Ecol. 66, 25–37.
Binh, C. T., Heuer, H., Kaupenjo-
hann, M., and Smalla, K. (2009).
Diverse aadA gene cassettes on class
1 integrons introduced into soil via
spread manure. Res. Microbiol. 160,
427–433.
Björklöf, K., Suoniemi, A., Haahtela,
K., and Romantschuk, M. (1995).
High frequency of conjugation
versus plasmid segregation of RP1
in epiphytic Pseudomonas syringae
populations. Microbiology 141,
2719–2727.
Blanca-Ordóñez, H., Oliva-García, J. J.,
Pérez-Mendoza, D., Soto, M. J., Oli-
vares, J., Sanjuán, J., and Nogales,
J. (2010). pSymA-dependent mobi-
lizationof the Sinorhizobiummeliloti
pSymB megaplasmid. J. Bacteriol.
192, 6309–6312.
Bose, B., Auchtung, J. M., Lee, C. A.,
and Grossman, A. D. (2008). A con-
served anti-repressor controls hori-
zontal gene transfer by proteolysis.
Mol. Microbiol. 70, 570–582.
Bosó-Ribelles, V., Romá-Sánchez, E.,
Carmena, J., Cáceres, C., and
Bautista, D. (2008). Tigecycline: a
new treatment choice against Acine-
tobacter baumannii.Recent Pat. Anti-
infect. Drug Discov. 3, 117–122.
Brabban, A. D., Hite, E., and Call-
away, T. R. (2005). Evolution of
foodborne pathogens via temper-
ate bacteriophage-mediated gene
transfer. Foodborne Pathog. Dis. 2,
287–303.
Breitbart, M., Hewson, I., Felts, B.,
Mahaffy, J. M., Nulton, J., Salamon,
P., and Rohwer, F. (2003). Metage-
nomic analyses of an uncultured
viral community from human feces.
J. Bacteriol. 185, 6220–6223.
Brigulla, M., and Wackernagel, W.
(2010). Molecular aspects of gene
transfer and foreign DNA acqui-
sition in prokaryotes with regard
to safety issues. Appl. Microbiol.
Biotechnol. 86, 1027–1041.
Brinkhoff, T., Giebel, H. A., and Simon,
M. (2008). Diversity, ecology, and
genomics of the Roseobacter clade: a
short overview. Arch. Microbiol. 189,
531–539.
Buckling, A., and Rainey, P. B. (2002).
The role of parasites in sympatric
and allopatric host diversiﬁcation.
Nature 420, 496–499.
Burmølle, M., Bahl, M. I., Jensen, L.
B., Sørensen, S. J., and Hansen,
L. H. (2008). Type 3 ﬁmbriae,
encoded by the conjugative plasmid
pOLA52, enhance bioﬁlm formation
and transfer frequencies in Enter-
obacteriaceae strains. Microbiology
154, 187–195.
Burroughs,N. J.,Marsh,P., andWelling-
ton, E. M. (2000). Mathematical
analysis of growth and interaction
dynamics of streptomycetes and a
bacteriophage in soil. Appl. Environ.
Microbiol. 66, 3868–3877.
Burrus, V., Pavlovic, G., Decaris, B.,
and Guédon, G. (2002). Conjugative
transposons: the tip of the iceberg.
Mol. Microbiol. 46, 601–610.
Cai, P., Huang, Q. Y., and Zhang, X.
W. (2006). Interactions of DNA with
clayminerals and soil colloidal parti-
cles and protection against degrada-
tion by DNase. Environ. Sci. Technol.
40, 2971–2976.
Calderwood, S. B.,Auclair, F.,Donohue-
Rolfe, A., Keusch, G. T., and
Mekalanos, J. J. (1987). Nucleotide
sequence of the Shiga-like toxin
genes of Escherichia coli. Proc. Natl.
Acad. Sci. U.S.A. 84, 4364–4368.
Cambray,G.,Guerout,A.M., andMazel,
D. (2010). Integrons. Annu. Rev.
Genet. 44, 141–166.
Cantón, R. (2009). Antibiotic resistance
genes from the environment: a per-
spective through newly identiﬁed
antibiotic resistance mechanisms in
the clinical setting. Clin. Microbiol.
Infect. 15(Suppl. 1), 20–25.
Capela, D., Barloy-Hubler, F., Gouzy,
J., Bothe, G., Ampe, F., Batut, J.,
Boistard, P., Becker, A., Boutry, M.,
Cadieu, E., Dreano, S., Gloux, S.,
Godrie, T., Goffeau, A., Kahn, D.,
Kiss, E., Lelaure, V., Masuy, D., Pohl,
T., Portetelle,D., Pühler,A., Purnelle,
B., Ramsperger, U., Renard, C., The-
bault, P., Vandenbol, M., Weidner,
S., and Galibert, F. (2001). Analy-
sis of the chromosome sequence of
the legume symbiont Sinorhizobium
meliloti strain 1021. Proc. Natl. Acad.
Sci. U.S.A. 98, 9877–9882.
Caro-Quintero, A., Deng, J., Auchtung,
J., Brettar, I., Höﬂe, M. G., Klap-
penbach, J., and Konstantinidis, K.
T. (2011). Unprecedented levels of
horizontal gene transfer among spa-
tially co-occurring Shewanella bac-
teria from the Baltic Sea. ISME J. 5,
131–140.
Carrolo, M., Frias, M. J., Pinto,
F. R., Melo-Cristino, J., and
Ramirez, M. (2010). Prophage
spontaneous activation promotes
DNA release enhancing bioﬁlm
formation in Streptococcus pneu-
moniae. PLoS ONE 5, e15678. doi:
10.1371/journal.pone.0015678
Celli, J., and Trieu-Cuot, P. (1998).
Circularization of Tn916 is
required for expression of the
transposon-encoded transfer func-
tions: characterization of long
tetracycline-inducible transcripts
reading through the attachment site.
Mol. Microbiol. 28, 103–117.
Charpentier, X., Kay, E., Schneider, D.,
and Shuman, H. A. (2011). Antibi-
otics and UV radiation induce com-
petence for natural transformation
in Legionella pneumophila. J. Bacte-
riol. 193, 1114–1121.
Chee-Sanford, J. C.,Mackie, R. I., Koike,
S., Krapac, I. G., Lin, Y. F., Yannarell,
A. C., Maxwell, S., and Aminov, R. I.
(2009). Fate and transport of antibi-
otic residues and antibiotic resis-
tance genes following land applica-
tion of manure waste. J. Environ.
Qual. 38, 1086–1108.
Christensen, B. B., Sternberg, C., and
Molin, S. (1996). Bacterial plasmid
conjugation on semi-solid surfaces
monitored with the green ﬂuores-
cent protein from Aequorea victoria
as a marker. Gene 173, 59–65.
Clarke, M. B., Hughes, D. T., Zhu, C.,
Boedeker, E. C., and Sperandio, V.
(2006). The QseC sensor kinase: a
bacterial adrenergic receptor. Proc.
Natl. Acad. Sci. U.S.A. 103, 10420–
10425.
Claverys, J. P., Prudhomme, M., and
Martin, B. (2006). Induction of
competence regulons as a general
response to stress in Gram-positive
bacteria. Annu. Rev. Microbiol. 60,
451–475.
Coombs, J. M. (2009). Potential for
horizontal gene transfer in micro-
bial communities of the terrestrial
subsurface. Methods Mol. Biol. 532,
413–433.
Coombs, J. M., and Barkay, T. (2004).
Molecular evidence for the evolu-
tion of metal homeostasis genes
by lateral gene transfer in bacte-
ria from the deep terrestrial sub-
surface. Appl. Environ. Microbiol. 70,
1698–1707.
Costa, E. D., Cho, H., and Winans, S.
C. (2009). Identiﬁcation of amino
acid residues of the pheromone-
binding domain of the transcrip-
tion factor TraR that are required for
positive control. Mol. Microbiol. 73,
341–351.
www.frontiersin.org July 2011 | Volume 2 | Article 158 | 13
Aminov Gene exchange in nature
Costerton, J. W. (1995). Overview of
microbial bioﬁlms. J. Ind. Microbiol.
15, 137–140.
Daane, L. L., Molina, J. A., Berry, E.
C., and Sadowsky, M. J. (1996).
Inﬂuence of earthworm activity on
gene transfer from Pseudomonas ﬂu-
orescens to indigenous soil bacte-
ria. Appl. Environ. Microbiol. 62,
515–521.
Daane, L. L., Molina, J. A. E., and Sad-
owsky,M. J. (1997). Plasmid transfer
between spatially separated donor
and recipient bacteria in earthworm-
containing soil microcosms. Appl.
Environ. Microbiol. 63, 679–686.
Dahl, K. H., Mater, D. D., Flores, M.
J., Johnsen, P. J., Midtvedt, T., Cor-
thier, G., and Sundsfjord, A. (2007).
Transfer of plasmid and chromo-
somal glycopeptide resistance deter-
minants occurs more readily in the
digestive tract of mice than in vitro
and exconjugants can persist sta-
bly in vivo in the absence of gly-
copeptide selection. J. Antimicrob.
Chemother. 59, 478–486.
Dahlberg, C., Bergström,M,Andreasen,
M., Christensen, B. B., Molin, S.,
and Hermansson,M. (1998a). Inter-
species bacterial conjugation by
plasmids frommarine environments
visualized by gfp expression. Mol.
Biol. Evol. 15, 385–390.
Dahlberg, C., Bergström, M., and Her-
mansson, M. (1998b). In situ detec-
tion of high levels of horizontal
plasmid transfer in marine bacterial
communities. Appl. Environ. Micro-
biol. 64, 2670–2675.
Damier-Piolle, L., Magnet, S., Brémont,
S., Lambert, T., and Courvalin,
P. (2008). AdeIJK, a resistance-
nodulation-cell division pump
efﬂuxing multiple antibiotics in
Acinetobacter baumannii. Antimi-
crob. Agents Chemother. (Bethesda)
52, 557–562.
Danino, V. E., Wilkinson, A., Edwards,
A., and Downie, J. A. (2003).
Recipient-induced transfer of the
symbiotic plasmid pRL1JI in Rhi-
zobium leguminosarum bv. viciae is
regulated by a quorum-sensing relay.
Mol. Microbiol. 50, 511–512.
Datta, N., and Hedges, R. W. (1971).
Compatibility groups among ﬁ-R
factors. Nature 234, 222–223.
Davey,M. E., and O’Toole, G. A. (2000).
Microbial bioﬁlms: from ecology to
molecular genetics. Microbiol. Mol.
Biol. Rev. 64, 847–867.
Davies, J., Spiegelman, G. B., and Yim,
G. (2006). The world of subin-
hibitory antibiotic concentrations.
Curr. Opin. Microbiol. 9, 445–453.
Del Rosso, J. Q. (2007). Recently
approved systemic therapies for
acne vulgaris and rosacea. Cutis 80,
113–120.
Demanèche, S., Jocteur-Monrozier, L.,
Quiquampoix, H., and Simonet, P.
(2001). Evaluation of biological and
physical protection against nuclease
degradation of clay-bound plasmid
DNA. Appl. Environ. Microbiol. 67,
293–299.
Deni, J., Message, B., Chioccioli, M.,
and Tepfer, D. (2005). Unsuccess-
ful search for DNA transfer from
transgenic plants to bacteria in the
intestine of the tobacco hornworm,
Manduca sexta. Transgenic Res. 14,
207–215.
Dickschat, J. S. (2010). Quorum sens-
ing and bacterial bioﬁlms.Nat. Prod.
Rep. 27, 343–369.
Dijkshoorn, L., Nemec, A., and Seifert,
H. (2007). An increasing threat in
hospitals:multidrug-resistantAcine-
tobacter baumannii. Nat. Rev. Micro-
biol. 5, 939–951.
Dionisio, F., Matic, I., Radman, M.,
Rodrigues, O. R., and Taddei, F.
(2002). Plasmids spread very fast in
heterogeneous bacterial communi-
ties. Genetics 162, 1525–1532.
Dorer, M. S., Fero, J., and Salama,
N. R. (2010). DNA damage trig-
gers genetic exchange in Helicobacter
pylori.PLoS Pathog. 6, e1001026. doi:
10.1371/journal.ppat.1001026
Doucet-Populaire, F., Trieu-Cuot, P.,
Dosbaa, I., Andremont, A., and
Courvalin, P. (1991). Inducible
transfer of conjugative transpo-
son Tn1545 from Enterococcus
faecalis to Listeria monocyto-
genes in the digestive tracts of
gnotobiotic mice. Antimicrob.
Agents Chemother. (Bethesda) 35,
185–187.
Duckworth, D. H. (1976). Who discov-
ered bacteriophage? Bacteriol. Rev.
40, 793–802.
Eberhard, A., Burlingame, A. L., Eber-
hard, C., Kenyon, G. L., Nealson,
K. H., and Oppenheimer, N. J.
(1981). Structural identiﬁcation of
autoinducer of Photobacterium ﬁs-
cheri luciferase. Biochemistry 20,
2444–2449.
Edwards, R. A., and Rohwer, F.
(2005). Viral metagenomics. Nat.
Rev. Microbiol. 3, 504–510.
Elkins, C. A., Moser, S. A., and Sav-
age, D. C. (2001). Genes encoding
bile salt hydrolases and conjugated
bile salt transporters in Lactobacil-
lus johnsonii 100-100 and other Lac-
tobacillus species. Microbiology 147,
3403–3412.
Estrela, A. B., Heck, M. G., and Abra-
ham,W.R. (2009).Novel approaches
to control bioﬁlm infections. Curr.
Med. Chem. 16, 1512–1530.
Etchuuya, R., Ito, M., Kitano, S.,
Shigi, F., Sobue, R., and Maeda,
S. (2011). Cell-to-cell transforma-
tion in Escherichia coli: a novel type
of natural transformation involv-
ing cell-derived DNA and a puta-
tive promoting pheromone. PLoS
ONE 6, e16355. doi: 10.1371/jour-
nal.pone.0016355
Fajardo, A., and Martínez, J. L. (2008).
Antibiotics as signals that trigger
speciﬁc bacterial responses. Curr.
Opin. Microbiol. 11, 161–167.
Falsetta, M. L., Bair, T. B., Ku, S.
C., Vanden Hoven, R. N., Steichen,
C. T., McEwan, A. G., Jennings,
M. P., and Apicella, M. A. (2009).
Transcriptional proﬁling identiﬁes
the metabolic phenotype of gono-
coccal bioﬁlms. Infect. Immun. 77,
3522–3532.
Feld, L., Schjørring, S., Hammer, K.,
Licht, T. R., Danielsen, M., Krogfelt,
K., and Wilcks, A. (2008). Selective
pressure affects transfer and estab-
lishment of a Lactobacillus plan-
tarum resistance plasmid in the gas-
trointestinal environment. J.Antimi-
crob. Chemother. 61, 845–852.
Fey, P. D., and Olson,M. E. (2010). Cur-
rent concepts in bioﬁlm formation
of Staphylococcus epidermidis. Future
Microbiol. 5, 917–913.
Fineran, P. C., Blower, T. R., Foulds, I. J.,
Humphreys, D. P., Lilley, K. S., and
Salmond, G. P. (2009). The phage
abortive infection system, ToxIN,
functions as a protein-RNA toxin–
antitoxin pair. Proc. Natl. Acad. Sci.
U.S.A. 106, 894–899.
Frischer, M. E., Stewartb, G. J., and
Paul, J. H. (1994). Plasmid transfer
to indigenous marine bacterial pop-
ulations by natural transformation.
FEMS Microbiol. Ecol. 15, 127–135.
Frye, J. G., Lindsey, R. L., Mein-
ersmann, R. J., Berrang, M. E.,
Jackson, C. R., Englen, M. D.,
Turpin, J. B., and Fedorka-Cray, P. J.
(2011). Related antimicrobial resis-
tance genes detected in different bac-
terial species co-isolated from swine
fecal samples. Foodborne Pathog. Dis.
8, 663–679.
Fuqua, C., Winans, S. C., and Green-
berg, E. P. (1996). Census and
consensus in bacterial ecosystems:
the LuxR-LuxI family of quorum-
sensing transcriptional regulators.
Annu. Rev. Microbiol. 50, 727–751.
Fuqua,W. C., and Winans, S. C. (1994).
A LuxR-LuxI type regulatory system
activates Agrobacterium Ti plasmid
conjugal transfer in the presence of a
plant tumor metabolite. J. Bacteriol.
176, 2796–2806.
Fux, C. A., Costerton, J. W., Stewart, P.
S., and Stoodley, P. (2005). Survival
strategies of infectious bioﬁlms.
Trends Microbiol. 13, 34–40.
Garbeva, P., van Veen, J. A., and van
Elsas, J. D. (2004). Microbial diver-
sity in soil: selection microbial pop-
ulations by plant and soil type and
implications for disease suppressive-
ness. Annu. Rev. Phytopathol. 42,
243–270.
Ghigo, J. M. (2001). Natural conjugative
plasmids induce bacterial bioﬁlm
development. Nature 412, 442–445.
Ghosh, D., Roy, K., Williamson, K. E.,
Srinivasiah, S., Wommack, K. E.,
and Radosevich, M. (2009). Acyl-
homoserine lactones can induce
virus production in lysogenic bac-
teria: an alternative paradigm for
prophage induction. Appl. Environ.
Microbiol. 75, 7142–7152.
Ghosh, D., Roy, K., Williamson, K.
E., White, D. C., Wommack, K.
E., Sublette, K. L., and Radosevich,
M. (2008). Prevalence of lysogeny
among soil bacteria and presence
of 16S rRNA and trzN genes in
viral-community DNA. Appl. Envi-
ron. Microbiol. 74, 495–502.
Gibiansky, M. L., Conrad, J. C., Jin, F.,
Gordon, V. D., Motto, D. A., Math-
ewson,M.A., Stopka,W. G., Zelasko,
D. C., Shrout, J. D., and Wong, G.
C. (2010). Bacteria use type IV pili
to walk upright and detach from
surfaces. Science 330, 197.
Gödeke, J., Paul,K., Lassak, J., and Thor-
mann, K. M. (2011). Phage-induced
lysis enhances bioﬁlm formation in
Shewanella oneidensis MR-1. ISME J.
5, 613–626.
Goerke, C., and Wolz, C. (2010). Adap-
tation of Staphylococcus aureus to
the cystic ﬁbrosis lung. Int. J. Med.
Microbiol. 300, 520–525.
Goodman, A. E., Hild, E., Mar-
shall, K. C., and Hermansson, M.
(1993). Conjugative plasmid trans-
fer between bacteria under sim-
ulated marine oligotrophic condi-
tions. Appl. Environ. Microbiol. 59,
1035–1040.
Götz, A., Pukall, R., Smit, E., Tietze, E.,
Prager, R., Tschäpe, H., van Elsas,
J. D., and Smalla, K. (1996). Detec-
tion and characterization of broad-
host-range plasmids in environmen-
tal bacteria by PCR. Appl. Environ.
Microbiol. 62, 2621–2628.
Götz,A., and Smalla, K. (1997). Manure
enhances plasmid mobilization
and survival of Pseudomonas
putida introduced into ﬁeld soil.
Appl. Environ. Microbiol. 63,
1980–1986.
Graham, J. B., and Istock, C. A. (1978).
Genetic exchange in Bacillus sub-
tilis in soil. Mol. Gen. Genet. 116,
287–298.
Frontiers in Microbiology | Antimicrobials, Resistance and Chemotherapy July 2011 | Volume 2 | Article 158 | 14
Aminov Gene exchange in nature
Greiner, L. L., Edwards, J. L., Shao,
J., Rabinak, C., Entz, D., and Api-
cella, M. A. (2005). Bioﬁlm forma-
tion by Neisseria gonorrhoeae. Infect.
Immun. 73, 1964–1970.
Grifﬁth, F. (1928). The signiﬁcance of
pneumococcal types. J. Hyg. 27,
113–159.
Guerin, E., Cambray, G., Sanchez-
Alberola, N., Campoy, S., Erill, I., Da
Re, S., Gonzalez-Zorn, B., Barbé, J.,
Ploy, M. C., and Mazel, D. (2009).
The SOS response controls integron
recombination. Science 324, 1034.
Gulden, R. H., Lerat, S., Hart, M. M.,
Powell, J. R., Trevors, J. T., Pauls, K.
P., Klironomos, J. N., and Swanton,
C. J. (2005). Quantitation of trans-
genic plant DNA in leachate water:
real-time polymerase chain reaction
analysis. J. Agric. Food Chem. 53,
5858–5865.
Haddock, G., Mullin, M., MacCal-
lum, A., Sherry, A., Tetley, L., Wat-
son, E., Dagleish, M., Smith, D.
G., and Everest, P. (2010). Campy-
lobacter jejuni 81-176 forms distinct
microcolonies on in vitro-infected
human small intestinal tissue prior
to bioﬁlm formation. Microbiology
156, 3079–3084.
Hader, D. P. (2000). Effects of solar UV-
B radiation on aquatic ecosystems.
Adv. Space Res. 26, 2029–2040.
Hall-Stoodley, L., Costerton, J. W.,
and Stoodley, P. (2004). Bacterial
bioﬁlms: from the natural environ-
ment to infectious diseases.Nat. Rev.
Microbiol. 2, 95–108.
Hannan, S., Ready, D., Jasni, A. S.,
Rogers, M., Pratten, J., and Roberts,
A. P. (2010). Transfer of antibi-
otic resistance by transformation
with eDNA within oral bioﬁlms.
FEMS Immunol. Med. Microbiol. 59,
345–349.
Harmsen, M., Yang, L., Pamp, S. J., and
Tolker-Nielsen, T. (2010). An update
on Pseudomonas aeruginosa bioﬁlm
formation, tolerance, and dispersal.
FEMS Immunol. Med. Microbiol. 59,
253–268.
Hassett, D. J., Korfhagen, T. R., Irvin,
R. T., Schurr, M. J., Sauer, K.,
Lau, G. W., Sutton, M. D., Yu, H.,
and Hoiby, N. (2010). Pseudomonas
aeruginosa bioﬁlm infections in cys-
tic ﬁbrosis: insights into patho-
genic processes and treatment strate-
gies. Expert Opin. Ther. Targets 14,
117–130.
Hastings, P. J., Rosenberg, S. M., and
Slack, A. (2004). Antibiotic-induced
lateral transfer of antibiotic resis-
tance.TrendsMicrobiol. 12, 401–404.
Hausner, M., and Wuertz, S. (1999).
High rates of conjugation in
bacterial bioﬁlms as determined by
quantitative in situ analysis. Appl.
Environ. Microbiol. 65, 3710–3713.
Häussler, S. (2010). Multicellular sig-
nalling and growth of Pseudomonas
aeruginosa. Int. J. Med. Microbiol.
300, 544–548.
Hayes, C. S., Aoki, S. K., and Low, D. A.
(2010). Bacterial contact-dependent
delivery systems. Annu. Rev. Genet.
44, 71–90.
Hazen, T. H., Pan, L., Gu, J. D., and
Sobecky, P. A. (2010). The contri-
bution of mobile genetic elements
to the evolution and ecology of
Vibrios. FEMS Microbiol. Ecol. 74,
485–499.
He, X., Chang, W., Pierce, D. L., Seib, L.
O.,Wagner, J., and Fuqua, C. (2003).
Quorum sensing in Rhizobium sp.
strain NGR234 regulates conjugal
transfer (tra) gene expression and
inﬂuences growth rate. J. Bacteriol.
185, 809–822.
He, Y. Y., Klisch, M., and Häder, D. P.
(2002). Adaptation of cyanobacteria
toUV-B stress correlatedwith oxida-
tive stress and oxidative damage.
Photochem. Photobiol. 76, 188–196.
Heuer, H., Kopmann, C., Binh, C.
T., Top, E. M., and Smalla, K.
(2009). Spreading antibiotic resis-
tance through spread manure: char-
acteristics of a novel plasmid type
with low%G+C content. Environ.
Microbiol. 11, 937–949.
Heuer, H., and Smalla, K. (2007).
Manure and sulfadiazine synergis-
tically increased bacterial antibi-
otic resistance in soil over at least
two months. Environ. Microbiol. 9,
657–666.
Hinnebusch, B. J., Rosso,M. L., Schwan,
T. G., and Carniel, E. (2002). High-
frequency conjugative transfer of
antibiotic resistance genes toYersinia
pestis in the ﬂea midgut. Mol. Micro-
biol. 46, 349–354.
Hoffman, L. R., D’Argenio, D. A., Mac-
Coss, M. J., Zhang, Z., Jones, R.
A., and Miller, S. I. (2005). Amino-
glycoside antibiotics induce bacter-
ial bioﬁlm formation. Nature 436,
1171–1175.
Høiby, N., Bjarnsholt, T., Givskov, M.,
Molin, S., and Ciofu, O. (2010a).
Antibiotic resistance of bacterial
bioﬁlms. Int. J. Antimicrob. Agents
35, 322–332.
Høiby, N., Ciofu, O., and Bjarnsholt,
T. (2010b). Pseudomonas aeruginosa
bioﬁlms in cystic ﬁbrosis. Future
Microbiol. 5, 1663–1667.
Hooper, S. D., Raes, J., Foerstner, K. U.,
Harrington, E. D., Dalevi, D., and
Bork, P. (2008). A molecular study
of microbe transfer between distant
environments. PLoS ONE 3, e2607.
doi: 10.1371/journal.pone.0002607
Hughes, V. M., and Datta, N. (1983).
Conjugative plasmids in bacteria of
the “pre-antibiotic” era. Nature 302,
725–726.
Ilves, H., Horak, R., and Kivisaar, M.
(2001). Involvement of sigma(S)
in starvation-induced transposition
of Pseudomonas putida transpo-
son Tn4652. J. Bacteriol. 183,
5445–5448.
Jaffe, A., Ogura, T., and Hiraga, S.
(1985). Effects of the ccd function of
the F plasmid on bacterial growth. J.
Bacteriol. 163, 841–849.
Jennings, J. C., Kolwyck, D. C., Kays,
S. B., Whetsell, A. J., Surber, J. B.,
Cromwell, G. L., Lirette, R. P., and
Glenn, K. C. (2003). Determining
whether transgenic and endogenous
plant DNA and transgenic protein
are detectable in muscle from swine
fed Roundup Ready soybean meal. J.
Anim. Sci. 81, 1447–1455.
Jeters, R. T., Wang, G. R., Moon, K.,
Shoemaker, N. B., and Salyers, A.
A. (2009). Tetracycline-associated
transcriptional regulation of trans-
fer genes of the Bacteroides conjuga-
tive transposon CTnDOT. J. Bacte-
riol. 191, 6374–6382.
Jiang, S. C., and Paul, J. H. (1998).
Gene transfer by transduction in the
marine environment. Appl. Environ.
Microbiol. 64, 2780–2787.
Johnsen, P. J., Simonsen, G. S., Olsvik,
O., Midtvedt, T., and Sundsfjord,
A. (2002). Stability, persistence, and
evolution of plasmid-encoded VanA
glycopeptide resistance in entero-
cocci in the absence of antibiotic
selection in vitro and in gnotobi-
otic mice. Microb. Drug Resist. 8,
161–170.
Jones, B. V., Sun, F., and Marchesi,
J. R. (2010). Comparative metage-
nomic analysis of plasmid encoded
functions in the human gut micro-
biome. BMC Genomics 11, 46. doi:
10.1186/1471-2164-11-46
Jones, S., Yu, B., Bainton, N. J., Bird-
sall, M., Bycroft, B. W., Chhabra, S.
R., Cox, A. J. R., Golby, P., Reeves,
P. J., Stephens, S., Winson, M. K.,
Salmond, G. P. C., Stewart, G. S. A.
B., and Williams, P. (1993). The lux
autoinducer regulates the produc-
tion of exoenzyme virulence deter-
minants in Erwinia carotovora and
Pseudomonas aeruginosa. EMBO J.
12, 2477–2482.
Juhas, M., van der Meer, J. R., Gaillard,
M., Harding, R. M., Hood, D. W.,
and Crook, D. W. (2009). Genomic
islands: tools of bacterial horizontal
gene transfer and evolution. FEMS
Microbiol. Rev. 33, 376–393.
Kaplan, J. B. (2010). Bioﬁlm dispersal:
mechanisms, clinical implications,
and potential therapeutic uses. J.
Dent. Res. 89, 205–218.
Karavolos, M. H., Spencer, H., Bulmer,
D. M., Thompson, A., Winzer, K.,
Williams, P.,Hinton, J. C., and Khan,
C. M. (2008). Adrenaline modu-
lates the global transcriptional pro-
ﬁle of Salmonella revealing a role in
the antimicrobial peptide and oxida-
tive stress resistance responses. BMC
Genomics 9, 458. doi: 10.1186/1471-
2164-9-458
Kay, M. K., Erwin, T. C., McLean, R.
J., and Aron, G. M. (2011). Bacte-
riophage ecology in Escherichia coli
and Pseudomonas aeruginosa mixed-
bioﬁlm communities. Appl. Environ.
Microbiol. 77, 821–829.
Kenzaka, T., Tani, K., and Nasu,
M. (2010). High-frequency phage-
mediated gene transfer in freshwater
environments determined at single-
cell level. ISME J. 4, 648–659.
Khachatryan, Z. A., Ktsoyan, Z. A.,
Manukyan, G. P., Kelly, D., Ghaz-
aryan, K. A., and Aminov, R. I.
(2008). Predominant role of host
genetics in controlling the com-
position of gut microbiota. PLoS
ONE 3, e3064. doi: 10.1371/jour-
nal.pone.0003064
Koonin, E. V., Makarova, K. S., and
Aravind, L. (2001). Horizontal gene
transfer in prokaryotes: quantiﬁca-
tion and classiﬁcation. Annu. Rev.
Microbiol. 55, 709–742.
Kroer, N., Barkay, T., Sörensen, S., and
Weber, D. (1998). Effect of root
exudates and bacterial metabolic
activity on conjugative gene trans-
fer in the rhizosphere of a marsh
plant. FEMS Microbiol. Ecol. 25,
375–384.
Kurokawa, K., Itoh, T., Kuwahara, T.,
Oshima, K., Toh, H., Toyoda, A.,
Takami, H., Morita, H., Sharma,
V. K., Srivastava, T. P., Taylor, T.
D., Noguchi, H., Mori, H., Ogura,
Y., Ehrlich, D. S., Itoh, K., Tak-
agi, T., Sakaki, Y., Hayashi, T.,
and Hattori, M. (2007). Compar-
ative metagenomics revealed com-
monly enriched gene sets in human
gut microbiomes. DNA Res. 14,
169–181.
Kusumoto, M., Ooka, T., Nishiya, Y.,
Ogura, Y., Saito, T., Sekine, Y.,
Iwata, T., Akiba, M., and Hayashi, T.
(2011). Insertion sequence-excision
enhancer removes transposable ele-
ments from bacterial genomes and
induces various genomic deletions.
Nat. Commun. 2, 152.
Lang, A. S., and Beatty, J. T. (2007).
Importance of widespread gene
transfer agent genes in alpha-
proteobacteria. Trends Microbiol. 15,
54–62.
www.frontiersin.org July 2011 | Volume 2 | Article 158 | 15
Aminov Gene exchange in nature
Lederberg, J. (1952). Cell genetics and
hereditary symbiosis. Physiol. Rev.
32, 403–430.
Lerat, S., Gulden, R. H., Hart, M.
M., Powell, J. R., England, L.
S., Pauls, K. P., Swanton, C. J.,
Klironomos, J. N., and Trevors, J.
T. (2007). Quantiﬁcation and per-
sistence of recombinant DNA of
Roundup Ready corn and soybean
in rotation. J. Agric. Food Chem. 55,
10226–10231.
Levy, M. S., Balbinder, E., and Nagel,
R. (1993). Effect of mutations in
SOS genes on UV-induced precise
excision of Tn10 in Escherichia coli.
Mutat. Res. 293, 241–247.
Levy-Booth, D. J., Campbell, R. G.,
Gulden, R. H., Hart, M. M., Pow-
ell, J. R., Klironomos, J. N., Pauls, K.
P., Swanton, C. J., Trevors, J. T., and
Dunﬁeld, K. E. (2008). Real-time
polymerase chain reaction monitor-
ing of recombinant DNA entry into
soil from decomposing roundup
ready leaf biomass. J. Agric. Food
Chem. 56, 6339–6347.
Li, L.-Y., Shoemaker, N. B., and Salyers,
A. A. (1993). Characterization of the
mobilization region of a Bacteroides
insertion element (NBU1) that is
excised and transferred by Bac-
teroides conjugative transposons. J.
Bacteriol. 175, 6588–6598.
Li, Y., Hao, G., Galvani, C. D., Meng,
Y., De La Fuente, L., Hoch, H. C.,
and Burr, T. J. (2007). Type I and
type IVpili of Xylella fastidiosa affect
twitching motility, bioﬁlm forma-
tion and cell-cell aggregation.Micro-
biology 153, 719–726.
Liebert,C.A.,Hall,R.M., and Summers,
A. O. (1999). TransposonTn21, ﬂag-
ship of the ﬂoating genome. Micro-
biol. Mol. Biol. Rev. 63, 507–522.
Lilley, A. K., and Bailey, M. J. (1997).
The acquisition of indigenous plas-
mids by a genetically marked
pseudomonad population coloniz-
ing the sugar beet phytosphere is
related to local environmental con-
ditions. Appl. Environ. Microbiol. 63,
1577–1583.
Lilley, A. K., Fry, J. C., Day, M. J., and
Bailey, M. J. (1994). In situ trans-
fer of an exogenously isolated plas-
mid between indigenous donor and
recipient Pseudomonas spp. in sugar
beet rhizosphere. Microbiology 140,
27–33.
Lindsay, D., and von Holy, A. (2006).
Bacterial bioﬁlms within the clinical
setting: what healthcare profession-
als should know. J. Hosp. Infect. 64,
313–325.
Little, J. W. (2005). “Lysogeny, prophage
induction, and lysogenic conver-
sion,” In Phages, eds M. K. Waldor,
D. I. Friedman, and S. Adhya
(Washington, DC: ASM Press),
37–54.
Lorenz, M. G., Aardema, B. W., and
Wackernagel, W. (1988). Highly
efﬁcient genetic transformation of
Bacillus subtilis attached to sand
grains. J. Gen. Microbiol. 134,
107–112.
Lorenz, M. G., and Wackernagel, W.
(1990). Natural genetic transfor-
mation of Pseudomonas stutzeri by
sand-adsorbed DNA. Arch. Micro-
biol. 154, 380–385.
Louis, P., McCrae, S. I., Charrier, C.,
and Flint, H. J. (2007). Organiza-
tion of butyrate synthetic genes in
human colonic bacteria: phyloge-
netic conservation and horizontal
gene transfer. FEMS Microbiol. Lett.
269, 240–247.
Luke, N. R., Jurcisek, J. A., Bakaletz,
L. O., and Campagnari, A. A.
(2007). Contribution of Moraxella
catarrhalis type IV pili to nasopha-
ryngeal colonization and bioﬁlm
formation. Infect. Immun. 75,
5559–5564.
Maeda, S., Ito, M., Ando, T., Ishimoto,
Y., Fujisawa, Y., Takahashi, H., Mat-
suda, A., Sawamura, A., and Kato, S.
(2006). Horizontal transfer of non-
conjugative plasmids in a colony
bioﬁlm of Escherichia coli. FEMS
Microbiol. Lett. 255, 115–120.
Mahillon, J., and Chandler, M. (1998).
Insertion sequences. Microbiol. Mol.
Biol. Rev. 62, 725–774.
Maiques, E., Ubeda, C., Campoy, S., Sal-
vador, N., Lasa, I., Novick, R. P.,
Barbé, J., and Penadés, J. R. (2006).
β-lactam antibiotics induce the
SOS response and horizontal trans-
fer of virulence factors in Staphy-
lococcus aureus. J. Bacteriol. 188,
2726–2729.
Matsuo, J., Oguri, S., Nakamura, S.,
Hanawa, T., Fukumoto, T., Hayashi,
Y., Kawaguchi, K., Mizutani, Y.,
Yao, T., Akizawa, K., Suzuki, H.,
Simizu, C., Matsuno, K., Kamiya,
S., and Yamaguchi, H. (2010). Cili-
ates rapidly enhance the frequency
of conjugation between Escherichia
coli strains through bacterial accu-
mulation in vesicles. Res. Microbiol.
161, 711–719.
Mazel, D. (2006). Integrons: agents of
bacterial evolution. Nat. Rev. Micro-
biol. 4, 608–620.
McDaniel, L. D., Young, E., Delaney, J.,
Ruhnau, F., Ritchie, K. B., and Paul,
J. H. (2010). High frequency of hor-
izontal gene transfer in the oceans.
Science 330, 50.
McKenzie, R. L., Aucamp, P. J., Bais, A.
F., Björn, L. O., and Ilyas, M. (2007).
Changes in biologically-active
ultraviolet radiation reaching
the earth’s surface. Photochem.
Photobiol. Sci. 6, 218–231.
Meibom, K. L., Blokesch, M., Dolganov,
N.A.,Wu,C.Y., and Schoolnik,G. K.
(2005). Chitin induces natural com-
petence in Vibrio cholerae. Science
310, 1824–1827.
Melechen, N. E., and Go, G. (1980).
Induction of lambdoid prophages by
amino acid deprivation: differential
inducibility; role of recA. Mol. Gen.
Genet. 180, 147–155.
Miller, C., Thomsen, L. E., Gaggero, C.,
Mosseri, R., Ingmer, H., and Cohen,
S. N. (2004). SOS response induc-
tion by beta-lactams and bacterial
defense against antibiotic lethality.
Science 305, 1629–1631.
Mohr, K. I., and Tebbe, C. C. (2007).
Field study results on the probability
and risk of a horizontal gene transfer
from transgenic herbicide-resistant
oilseed rape pollen to gut bacteria of
bees. Appl. Microbiol. Biotechnol. 75,
573–582.
Mølbak, L., Molin, S., and Kroer, N.
(2007). Root growth and exudate
production deﬁne the frequency of
horizontal plasmid transfer in the
Rhizosphere. FEMS Microbiol. Ecol.
59, 167–176.
Molin, S., and Tolker-Nielsen, T. (2003).
Gene transfer occurs with enhanced
efﬁciency in bioﬁlms and induces
enhanced stabilisation of the bioﬁlm
structure. Curr. Opin. Biotechnol. 14,
255–261.
Moon, K., Shoemaker, N. B., Gard-
ner, J. F., and Salyers, A. A. (2005).
Regulation of excision genes of
the Bacteroides conjugative trans-
poson CTnDOT. J. Bacteriol. 187,
5732–5741.
Moore, I. F., Hughes, D. W., and
Wright, G. D. (2005). Tigecycline
is modiﬁed by the ﬂavin-dependent
monooxygenase TetX. Biochemistry
44, 11829–11835.
Morales, D. K., and Hogan, D. A.
(2010). Candida albicans interac-
tions with bacteria in the con-
text of human health and dis-
ease. PLoS Pathog. 6, e1000886. doi:
10.1371/journal.ppat.1000886
Morrison, W. D., Miller, R. V., and
Sayler, G. S. (1978). Frequency
of F116-mediated transduction of
Pseudomonas aeruginosa in a fresh-
water environment. Appl. Environ.
Microbiol. 36, 724–730.
Moscoso, M., García, E., and López, R.
(2009). Pneumococcal bioﬁlms. Int.
Microbiol. 12, 77–85.
Musovic, S.,Oregaard,G.,Kroer,N., and
Sørensen, S. J. (2006). Cultivation-
independent examination of hori-
zontal transfer and host range of
an IncP-1 plasmid among Gram-
positive and Gram-negative bacte-
ria indigenous to the barley rhizos-
phere. Appl. Environ. Microbiol. 72,
6687–6692.
Naito, M., Frirdich, E., Fields, J. A.,
Pryjma, M., Li, J., Cameron, A.,
Gilbert, M., Thompson, S. A., and
Gaynor, E. C. (2010). Effects of
sequential Campylobacter jejuni 81-
176 lipooligosaccharide core trun-
cations on bioﬁlm formation, stress
survival, and pathogenesis. J. Bacte-
riol. 192, 2182–2192.
Netherwood, T., Martín-Orúe, S. M.,
O’Donnell, A. G., Gockling, S., Gra-
ham, J., Mathers, J. C., and Gilbert,
H. J. (2004).Assessing the survival of
transgenic plant DNA in the human
gastrointestinal tract. Nat. Biotech-
nol. 22, 204–209.
Nielsen, K. M., Bones, A. M., Smalla,
K., and van Elsas, J. D. (1998). Hor-
izontal gene transfer from trans-
genic plants to terrestrial bacteria – a
rare event? FEMS Microbiol. Rev. 22,
79–103.
Novick,R. P. (1987). Plasmid incompat-
ibility. Microbiol. Rev. 51, 381–395.
Ochman, H., Lawrence, J. G., and Gro-
isman, E. A. (2000). Lateral gene
transfer and the nature of bacterial
innovation. Nature 405, 299–304.
Ogura, T., and Hiraga, S. (1983). Mini-
F plasmid genes that couple host
cell division to plasmid prolifera-
tion. Proc. Natl. Acad. Sci. U.S.A. 80,
4784–4788.
Oguri, S., Matsuo, J., Hayashi, Y., Naka-
mura, S., Hanawa, T., Fukumoto, T.,
Mizutani, Y., Yao, T., Akizawa, K.,
Suzuki, H., Shimizu, C., Matsuno,
K., Kamiya, S., and Yamaguchi, H.
(2011). Ciliates promote the transfer
of the gene encoding the extended-
spectrum beta-lactamase CTX-M-
27 between Escherichia coli strains. J.
Antimicrob. Chemother. 66, 527–530.
Ooka, T., Ogura, Y., Asadulghani, M.,
Ohnishi, M., Nakayama, K., Tera-
jima, J., Watanabe, H., and Hayashi,
T. (2009). Inference of the impact
of insertion sequence (IS) elements
on bacterial genome diversiﬁcation
through analysis of small-size struc-
tural polymorphisms in Escherichia
coli O157 genomes. Genome Res. 19,
1809–1816.
Palenik, B., Ren, Q., Tai,V., and Paulsen,
I. T. (2009). Coastal Synechococcus
metagenome reveals major roles for
horizontal gene transfer and plas-
mids in population diversity. Envi-
ron. Microbiol. 11, 349–359.
Parsek, M. R., and Singh, P. K. (2003).
Bacterial bioﬁlms: an emerging link
to disease pathogenesis. Annu. Rev.
Microbiol. 57, 677–701.
Frontiers in Microbiology | Antimicrobials, Resistance and Chemotherapy July 2011 | Volume 2 | Article 158 | 16
Aminov Gene exchange in nature
Passador, L., Cook, J. M., Gambello,
M. J., Rust, L., and Iglewski, B. H.
(1993). Expression of Pseudomonas
aeruginosa virulence genes requires
cell-to-cell communication. Science
260, 1127–1130.
Paul, J. H. (2008). Prophages in marine
bacteria: dangerous molecular time
bombs or the key to survival in the
seas? ISME J. 2, 579–589.
Paul, J. H., Frischer, M. E., and Thur-
mond, J. M. (1991). Gene transfer
in marine water column and sedi-
ment microcosms by natural plas-
mid transformation. Appl. Environ.
Microbiol. 57, 1509–1515.
Peleg, A. Y., Adams, J., and Paterson,
D. L. (2007). Tigecycline efﬂux as
a mechanism for nonsusceptibility
in Acinetobacter baumannii. Antimi-
crob. Agents Chemother. (Bethesda)
51, 2065–2069.
Petersen, J., Brinkmann, H., Berger,
M., Brinkhoff, T., Päuker, O., and
Pradella, S. (2011). Origin and evo-
lution of a novel DnaA-like plasmid
replication type in Rhodobacterales.
Mol. Biol. Evol. 28, 1229–1240.
Petersen, J., Brinkmann, H., and
Pradella, S. (2009). Diversity and
evolution of repABC type plasmids
in Rhodobacterales. Environ. Micro-
biol. 11, 2627–2638.
Peterson, G., Kumar, A., Gart, E.,
and Narayanan, S. (2011). Cat-
echolamines increase conjugative
gene transfer between enteric bacte-
ria. Microb. Pathog. 51, 1–8.
Petridis, M., Bagdasarian, M., Waldor,
M. K., and Walker, E. (2006). Hor-
izontal transfer of Shiga toxin and
antibiotic resistance genes among
Escherichia coli strains in house ﬂy
(Diptera: Muscidae) gut. J. Med.
Entomol. 43, 288–295.
Phipps, R. H., Jones, A. K., Tingey, A.
P., and Abeyasekera, S. (2005). Effect
of corn silage from an herbicide-
tolerant genetically modiﬁed variety
on milk production and absence of
transgenic DNA in milk. J. Dairy Sci.
88, 2870–2878.
Pierson, L. S., Keppenne, V. D.
III, and Wood, D. W. (1994).
Phenazine antibiotic biosynthesis
in Pseudomonas aureofaciens 30-84
is regulated by phzR in response
to cell density. J. Bacteriol. 176,
3966–3974.
Piper, K. R., Beck von Bodman, S.,
and Farrand, S. K. (1993). Conjuga-
tion factor of Agrobacterium tume-
faciens regulates Ti plasmid trans-
fer by autoinduction. Nature 362,
448–450.
Pirhonen, M., Flego, D., Heikinheimo,
R., and Palva, E. T. (1993). A small
diffusible signal molecule is respon-
sible for the global control of vir-
ulence and exoenzyme production
in the plant pathogen Erwinia caro-
tovora. EMBO J. 12, 2467–2476.
Pontiroli, A., Rizzi, A., Simonet, P., Daf-
fonchio,D.,Vogel,T.M., andMonier,
J. M. (2009). Visual evidence of hor-
izontal gene transfer between plants
and bacteria in the phytosphere of
transplastomic tobacco. Appl. Envi-
ron. Microbiol. 75, 3314–3322.
Poole, T., and Crippen, T. (2009). Con-
jugative plasmid transfer between
Salmonella enterica Newport and
Escherichia coli within the gastroin-
testinal tract of the lesser meal-
worm beetle, Alphitobius diaperinus
(Coleoptera: Tenebrionidae). Poult.
Sci. 88, 1553–1558.
Pradella, S., Päuker, O., and Petersen, J.
(2010). Genome organization of the
marine Roseobacter clade member
Marinovum algicola.Arch.Microbiol.
192, 115–126.
Prudhomme, M., Attaiech, L., Sanchez,
G., Martin, B., and Claverys, J. P.
(2006). Antibiotic stress induces
genetic transformability in the
human pathogen Streptococcus
pneumoniae. Science 313, 89–92.
Pukall, R., Tschape, H., and Smalla, K.
(1996). Monitoring the spread of
broad host and narrow host range
plasmids in soil microcosms. FEMS
Microbiol. Ecol. 20, 53–66.
Qin, Y., Keenan, C., and Farrand, S. K.
(2009). N- and C-terminal regions
of the quorum-sensing activator
TraR cooperate in interactions with
the alpha and sigma-70 components
of RNA polymerase. Mol. Microbiol.
74, 330–346.
Ramsay, J. P., Sullivan, J. T., Jambari,
N., Ortori, C. A., Heeb, S., Williams,
P., Barrett, D. A., Lamont, I. L., and
Ronson, C. W. (2009). A LuxRI-
family regulatory system controls
excision and transfer of the Mesorhi-
zobium loti strain R7A symbiosis
island by activating expression of
two conserved hypothetical genes.
Mol. Microbiol. 73, 1141–1155.
Rastogi, R. P., Richa, Kumar, A., Tyagi,
M. B., and Sinha, R. P. (2010).
Molecular mechanisms of ultravio-
let radiation-induced DNA damage
and repair. J. Nucleic Acids 2010,
592980.
Ravatn, R., Zehnder, A. J., and van
der Meer, J. R. (1998). Low-
frequency horizontal transfer
of an element containing the
chlorocatechol degradation genes
from Pseudomonas sp. strain
B13 to Pseudomonas putida
F1 and to indigenous bacteria
in laboratory-scale activated-
sludge microcosms. Appl. Environ.
Microbiol. 64, 2126–2132.
Ray, J. L., Andersen, H. K., Young, S.,
Nielsen, K. M., and O’Callaghan,
M. (2007). An assessment of the
potential of herbivorous insect gut
bacteria to develop competence
for natural transformation. Environ.
Biosafety Res. 6, 135–147.
Reisner, A., Höller, B. M., Molin, S.,
and Zechner, E. L. (2006). Syner-
gistic effects in mixed Escherichia
coli bioﬁlms: conjugative plasmid
transfer drives bioﬁlm expansion. J.
Bacteriol. 188, 3582–3588.
Reyes, A., Haynes, M., Hanson, N.,
Angly, F. E., Heath, A. C., Rohwer,
F., and Gordon, J. I. (2010). Viruses
in the faecal microbiota of monozy-
gotic twins and their mothers.
Nature 466, 334–338.
Richaume, A., Angle, J. S., and Sad-
owsky, M. J. (1989). Inﬂuence of soil
variables on in situ plasmid transfer
from Escherichia coli to Rhizobium
fredii. Appl. Environ. Microbiol. 55,
1730–1734.
Richaume, A., Smit, E., Faurie, G., and
van Elsas, J. D. (1992). Inﬂuence of
soil type on the transfer of plas-
mid RP4p from Pseudomonas ﬂuo-
rescens to introduced recipient and
to indigenous bacteria. FEMSMicro-
biol. Ecol. 101, 281–292.
Richter, B., and Smalla, K. (2007).
Screening of rhizosphere and soil
bacteria for transformability. Envi-
ron. Biosafety Res. 6, 91–99.
Roberts, A. P., and Mullany, P. (2009).
A modular master on the move: the
Tn916 family of mobile genetic ele-
ments. Trends Microbiol. 17, 251–
258.
Rochelle, P. A., Fry, J. C., and Day, M.
J. (1989). Factors affecting conjugal
transfer of plasmids encoding mer-
cury resistance from pure cultures
and mixed natural suspensions of
epilithic bacteria. J. Gen. Microbiol.
135, 409–424.
Rohde,H., Frankenberger, S.,Zähringer,
U., and Mack, D. (2010). Struc-
ture, function and contribution of
polysaccharide intercellular adhesin
(PIA) to Staphylococcus epidermidis
bioﬁlm formation and pathogenesis
of biomaterial-associated infections.
Eur. J. Cell Biol. 89, 103–111.
Romanowski, G., Lorenz, M. G., and
Wackernagel,W. (1991). Adsorption
of plasmid DNA to mineral sur-
faces and protection against DNase
I.Appl. Environ.Microbiol. 57, 1057–
1061.
Romero, D., Pérez-García, A., Veening,
J. W., de Vicente, A., and Kuipers, O.
P. (2006). Transformation of undo-
mesticated strains of Bacillus sub-
tilis by protoplast electroporation. J.
Microbiol. Methods 66, 556–559.
Salyers, A. A. (1993). Gene transfer
in the mammalian intestinal tract.
Curr. Opin. Biotechnol. 4, 294–298.
Salyers, A. A., Gupta, A., and Wang,
Y. (2004). Human intestinal bacteria
as reservoirs for antibiotic resistance
genes.TrendsMicrobiol. 12,412–416.
Schwartz, T., Jungfer, C., Heissler, S.,
Friedrich, F., Faubel, W., and Obst,
U. (2009). Combined use of mol-
ecular biology taxonomy, Raman
spectrometry, and ESEM imaging to
study natural bioﬁlms grown on ﬁl-
termaterials atwaterworks.Chemos-
phere 77, 249–257.
Senadheera, D., and Cvitkovitch, D. G.
(2008).Quorumsensing andbioﬁlm
formation by Streptococcus mutans.
Adv. Exp. Med. Biol. 631, 178–188.
Sengeløv, G., Kowalchuk, G. A., and
Sørensen, S. J. (2000). Inﬂuence
of fungal–bacterial interactions on
bacterial conjugation in the residue-
sphere. FEMS Microbiol. Ecol. 31,
39–45.
Sentchilo, V., Ravatn, R., Werlen, C.,
Zehnder, A. J., and van der Meer,
J. R. (2003). Unusual integrase gene
expression on the clc genomic island
in Pseudomonas sp. strain B13. J.
Bacteriol. 185, 4530–4538.
Sharon, I., Alperovitch, A., Rohwer,
F., Haynes, M., Glaser, F., Atamna-
Ismaeel, N., Pinter, R. Y., Partensky,
F., Koonin, E. V., Wolf, Y. I., Nelson,
N., and Béjà, O. (2009). Photosys-
tem I gene cassettes are present in
marine virus genomes. Nature 461,
258–262.
Shime-Hattori, A., Iida, T., Arita, M.,
Park, K. S., Kodama, T., and Honda,
T. (2006). Two type IV pili of Vib-
rio parahaemolyticus play different
roles in bioﬁlm formation. FEMS
Microbiol. Lett. 264, 89–97.
Shiner, E. K., Rumbaugh, K. P.,
and Williams, S. C. (2005). Inter-
kingdom signaling: deciphering the
language of acyl homoserine lac-
tones. FEMSMicrobiol. Rev. 29, 935–
947.
Shoemaker,N. B.,Wang,G. R., and Saly-
ers,A.A. (2000).Multiple geneprod-
ucts and sequences required for exci-
sion of the mobilizable integrated
Bacteroides element NBU1. J. Bacte-
riol. 182, 928–936.
Shoemaker, N. B.,Wang, G.-R., Stevens,
A. M., and Salyers, A. A. (1993).
Excision, transfer, and integration of
NBU1, a mobilizable site-selective
insertion element. J. Bacteriol. 175,
6578–6587.
www.frontiersin.org July 2011 | Volume 2 | Article 158 | 17
Aminov Gene exchange in nature
Showsh, S. A., and Andrews, R. E.
Jr. (1992). Tetracycline enhances
Tn916-mediated conjugal transfer.
Plasmid 28, 213–224.
Silverman, R. J., Nobbs, A. H., Vicker-
man, M. M., Barbour, M. E., and
Jenkinson, H. F. (2010). Interac-
tion of Candida albicans cell wall
Als3 protein with Streptococcus
gordonii SspB adhesin promotes
development of mixed-species
communities. Infect. Immun. 78,
4644–4652.
Sinha, R. P., and Hader, D. P. (2002).
Life under solar UV radiation in
aquatic organisms. Adv. Space Res.
30, 1547–1556.
Sizemore, R. K., and Colwell, R.
R. (1977). Plasmids carried by
antibiotic-resistant marine bacte-
ria. Antimicrob. Agents Chemother.
(Bethesda) 12, 373–382.
Smalla, K., Krögerrecklenfort, E.,Heuer,
H., Dejonghe, W., Top, E., Osborn,
M., Niewint, J., Tebbe, C., Barr, M.,
Bailey, M., Greated, A., Thomas,
C., Turner, S., Young, P., Niko-
lakopoulou, D., Karagouni, A.,
Wolters, A., van Elsas, J. D., Drønen,
K., Sandaa, R., Borin, S., Brabhu,
J., Grohmann, E., and Sobecky,
P. (2000). PCR-based detection of
mobile genetic elements in total
community DNA. Microbiology 146,
1256–1257.
Smiles,D. E. (1988).Aspects of the phys-
ical environment of soil organisms.
Biol. Fertil. Soils 6, 204–215.
Smillie, C., Garcillán-Barcia, M. P.,
Francia, M. V., Rocha, E. P., and de
la Cruz, F. (2010). Mobility of plas-
mids. Microbiol. Mol. Biol. Rev. 74,
434–452.
Smith, D. H. (1967). R factors medi-
ate resistance to mercury, nickel and
cobalt. Science 156, 1114–1116.
Sobecky, P. A., and Coombs, J. M.
(2009). Horizontal gene transfer in
metal and radionuclide contami-
nated soils. Methods Mol. Biol. 532,
455–472.
Sørensen, S. J., Bailey, M., Hansen, L.
H., Kroer, N., and Wuertz, S. (2005).
Studying plasmid horizontal trans-
fer in situ: a critical review. Nat. Rev.
Microbiol. 3, 700–710.
Sørensen, S. J., Schyberg, T., and Rønn,
R. (1999). Predation by protozoa
on Escherichia coli K12 in soil and
transfer of resistance plasmid RP4 to
indigenous bacteria in soil.Appl. Soil
Ecol. 11, 79–90.
Spencer, H., Karavolos, M. H., Bul-
mer, D. M., Aldridge, P., Chhabra,
S. R., Winzer, K., Williams, P., and
Khan, C. M. (2010). Genome-wide
transposon mutagenesis identiﬁes a
role for host neuroendocrine stress
hormones in regulating the expres-
sion of virulence genes in Salmo-
nella. J. Bacteriol. 192, 714–724.
Sperandio, V., Torres, A. G., Jarvis, B.,
Nataro, J. P., and Kaper, J. B. (2003).
Bacteria-host communication: the
language of hormones. Proc. Natl.
Acad. Sci. U.S.A. 100, 8951–8956.
Stanton, T. B. (2007). Prophage-
like gene transfer agents-novel
mechanisms of gene exchange
for Methanococcus, Desulfovib-
rio, Brachyspira, and Rhodobacter
species. Anaerobe 13, 43–49.
Stanton,T. B.,Humphrey, S. B., Sharma,
V. K., and Zuerner, R. L. (2008). Col-
lateral effects of antibiotics: carba-
dox andmetronidazole induceVSH-
1 and facilitate gene transfer among
Brachyspira hyodysenteriae strains.
Appl. Environ. Microbiol. 74, 2950–
2956.
Steichen, C. T., Cho, C., Shao, J. Q., and
Apicella, M. A. (2011). The Neisseria
gonorrhoeae bioﬁlm matrix contains
DNA, and an indogenous nucle-
ase controls its incorporation. Infect.
Immun. 79, 1504–1511.
Stepanauskas, R., Glenn, T. C., Jagoe,
C. H., Tuckﬁeld, R. C., Lindell, A.
H., King, C. J., and McArthur, J.
V. (2006). Coselection for microbial
resistance to metals and antibiotics
in freshwater microcosms. Environ.
Microbiol. 8, 1510–1514.
Stepanauskas, R., Glenn, T. C., Jagoe, C.
H., Tuckﬁeld, R. C., Lindell, A. H.,
and McArthur, J. V. (2005). Elevated
microbial tolerance to metals and
antibiotics in metal-contaminated
industrial environments. Environ.
Sci. Technol. 39, 3671–3678.
Stephens, P. M., O’Sullivan, M., and
O’Gara, F. (1987). Effect of bacterio-
phage on colonization of sugarbeet
roots by ﬂuorescent Pseudomonas
spp. Appl. Environ. Microbiol. 53,
1164–1167.
Stevens, A. M., Shoemaker, N. B., Li, L.
Y., and Salyers, A. A. (1993). Tetra-
cycline regulation of genes on Bac-
teroides conjugative transposons. J.
Bacteriol. 175, 6134–6141.
Stewart, G. J., and Sinigalliano, C. D.
(1990). Detection of horizontal gene
transfer by natural transformation
in native and introduced species of
bacteria inmarine and synthetic sed-
iments. Appl. Environ. Microbiol. 56,
1818–1824.
Stewart, P. S., and Costerton, J. W.
(2001). Antibiotic resistance of
bacteria in bioﬁlms. Lancet 358,
135–138.
Su, Y. A., He, P., and Clewell, D.
B. (1992). Characterization
of the tet (M) determinant of
Tn916 : evidence for regulation by
transcription attenuation. Antimi-
crob. Agents Chemother. (Bethesda)
36, 769–778.
Teh, K. H., Flint, S., and French,
N. (2010). Bioﬁlm formation by
Campylobacter jejuni in controlled
mixed-microbial populations. Int. J.
Food Microbiol. 143, 118–124.
Thimm, T., Hoffmann, A., Fritz, I., and
Tebbe, C. C. (2001). Contribution
of the earthworm Lumbricus rubel-
lus (Annelida, Oligochaeta) to the
establishment of plasmids in soil
bacterial communities. Microb. Ecol.
41, 341–351.
Timms-Wilson, T. M.,Van Overbeek, L.
S., Bailey, M. J., Trevors, J. T., and
Van Elsas, J. D. (2001). “Quantiﬁca-
tion of gene transfer in soil and the
rhizosphere,” in Manual of Environ-
mental Microbiology, eds C. J. Hurst,
R. L. Crawford, G. R. Knudsen, M.
J. McInerney, and L. D. Stetzen-
bach (Washington, DC: ASM Press),
648–659.
Toba, F. A., Thompson, M. G., Camp-
bell, B. R., Junker, L. M., Rugge-
berg, K. G., and Hay, A. G. (2011).
Role of DLP12 lysis genes in E.
coli bioﬁlm formation. Microbiology
157, 1640–1650.
Toleman, M. A., Bennett, P. M., and
Walsh, T. R. (2006). ISCR elements:
novel gene-capturing systems of the
21st century? Microbiol. Mol. Biol.
Rev. 70, 296–316.
Toleman,M.A., andWalsh,T. R. (2010).
ISCR elements are key players in
IncA/C plasmid evolution. Antimi-
crob. Agents Chemother. (Bethesda)
54, 3534.
Toomey, N., Monaghan, A., Fanning,
S., and Bolton, D. (2009). Trans-
fer of antibiotic resistance marker
genes between lactic acid bacteria
in model rumen and plant environ-
ments. Appl. Environ. Microbiol. 75,
3146–3152.
Top, E. M., De Rore, H., Collard,
J. M., Gellens, V., and Slobod-
kina, G. (1995). Retromobilization
of heavy metal resistance genes in
unpolluted and heavy metal pol-
luted soil. FEMS Microbiol. Ecol. 18,
191–203.
Torres, O. R., Korman, R. Z., Zahler,
S. A., and Dunny, G. M. (1991).
The conjugative transposon Tn925:
enhancement of conjugal transfer
by tetracycline in Enterococcus fae-
calis and mobilization of chromo-
somal genes in Bacillus subtilis and
E. faecalis. Mol. Gen. Genet. 225,
395–400.
Trevors, J. T., Van Elsas, J. D., Van Over-
beek, L. S., and Starodub, M. E.
(1990). Transport of a genetically
engineered Pseudomonas ﬂuorescens
strain through a soil microcosm.
Appl. Environ. Microbiol. 56, 401–
408.
Tun-Garrido, C., Bustos, P., González,
V., and Brom, S. (2003). Conjugative
transfer of p42a fromRhizobium etli
CFN42, which is required for mobi-
lization of the symbiotic plasmid,
is regulated by quorum sensing. J.
Bacteriol. 185, 1681–1692.
Ubeda, C., Maiques, E., Knecht, E.,
Lasa, I., Novick, R. P., and Penadés,
J. R. (2006). Antibiotic-induced
SOS response promotes horizon-
tal dissemination of pathogenicity
island-encoded virulence factors in
staphylococci. Mol. Microbiol. 56,
836–844.
Valentine, P. J., Shoemaker, N. B., and
Salyers,A.A. (1988).Mobilization of
Bacteroides plasmids by Bacteroides
conjugal elements. J. Bacteriol. 170,
1319–1324.
Van Elsas, J. D., and Bailey, M. J. (2002).
The ecology of transfer of mobile
genetic elements. FEMS Microbiol.
Ecol. 42, 187–197.
Van Elsas, J. D., Fry, J. C., Hirsch, P.,
and Molin, S. (2000). “Ecology of
plasmid transfer and spread,” in The
Horizontal Gene Pool; Bacterial Plas-
mids and Gene Spread, ed. C. M.
Thomas (Amsterdam:Harwood Sci-
entiﬁc Publisher), 175–206.
Van Elsas, J. D., Trevors, J. T., and Staro-
dub,M. E. (1988). Bacterial conjuga-
tion between pseudomonads in the
rhizosphere of wheat. FEMS Micro-
biol. Ecol. 54, 299–306.
Van Melderen, L. (2010). Toxin-
antitoxin systems: why so many,
what for? Curr. Opin. Microbiol. 13,
781–785.
Van Randen, J., and Venema, G. (1984).
Direct plasmid transfer fromreplica-
plated E. coli colonies to competent
B. subtilis cells. Identiﬁcation of an
E. coli clone carrying the hisH and
tyrA genes of B. subtilis. Mol. Gen.
Genet. 195, 57–61.
Varga, J. J., Therit, B., and Melville,
S. B. (2008). Type IV pili and
the CcpA protein are needed
for maximal bioﬁlm formation
by the Gram-positive anaerobic
pathogen Clostridium perfringens.
Infect. Immun. 76, 4944–4951.
Vos, M., Birkett, P. J., Birch, E., Grifﬁths,
R. I., and Buckling, A. (2009). Local
adaptationof bacteriophages to their
bacterial hosts in soil. Science 325,
833.
Wang, X., Kim, Y., Ma, Q., Hong, S.
H., Pokusaeva, K., Sturino, J. M.,
and Wood, T. K. (2010). Cryptic
prophages help bacteria cope with
adverse environments. Nat. Com-
mun. 1, 147.
Frontiers in Microbiology | Antimicrobials, Resistance and Chemotherapy July 2011 | Volume 2 | Article 158 | 18
Aminov Gene exchange in nature
Wang, X., Kim, Y., and Wood, T. K.
(2009). Control and beneﬁts of CP4-
57 prophage excision in Escherichia
coli bioﬁlms. ISME J. 3, 1164–1179.
Wang, X., Li, M., Yan, Q., Chen, X.,
Geng, J., Xie, Z., and Shen, P. (2007).
Across genus plasmid transforma-
tion between Bacillus subtilis and
Escherichia coli and the effect of
Escherichia coli on the transforming
ability of free plasmid DNA. Curr.
Microbiol. 54, 450–456.
Wang, Y., Rotman, E. R., Shoemaker,
N. B., and Salyers, A. A. (2005).
Translational control of tetracycline
resistance and conjugation in the
Bacteroides conjugative transposon
CTnDOT. J. Bacteriol. 187, 2673–
2680.
Watanabe, T. (1963). Infective hered-
ity of multiple drug resistance in
bacteria. Bacteriol. Rev. 27, 87–115.
Watanabe, T., and Fukasawa, T. (1961).
Episome-mediated transfer of drug
resistance in Enterobacteriaceae. I.
Transfer of resistance factors by con-
jugation. J. Bacteriol. 81, 669–678.
Weinberg, S. R., and Stotzky, G. (1972).
Conjugation and genetic recombi-
nation of Escherichia coli in soil. Soil
Biol. Biochem. 4, 171–180.
Whittle, G., Shoemaker, N. B., and Saly-
ers, A. A. (2002). Identiﬁcation of
two genes involved in the modu-
lation of conjugal transfer of the
Bacteroides conjugative transposon
CTnDOT. J. Bacteriol. 184, 3839–
3847.
Wilcks, A., and Jacobsen, B. B. (2010).
Lack of detectable DNA uptake by
transformationof selected recipients
in mono-associated rats. BMC Res.
Notes 3, 49. doi: 10.1186/1756-0500-
3-49
Williams, D. W., Kuriyama, T., Silva, S.,
Malic, S., and Lewis,M.A. O. (2011).
Candida bioﬁlms and oral candido-
sis: treatment and prevention. Peri-
odontol. 2000. 55, 250–265.
Williams, H. G., Benstead, J., Frischer,
M. E., and Paul, J. H. (1997). Alter-
ation in plasmidDNA following nat-
ural transformation to populations
of marine bacteria.Mol.Marine Biol.
Biotechnol. 6, 238–247.
Williamson, K. E., Radosevich, M.,
Smith, D. W., and Wommack, K. E.
(2007). Incidence of lysogeny within
temperate and extreme soil environ-
ments. Environ. Microbiol. 9, 2563–
2574.
Williamson,K. E., Schnitker, J. B., Rado-
sevich, M., Smith, D. W., and Wom-
mack, K. E. (2008). Cultivation-
based assessment of lysogeny among
soil bacteria. Microb. Ecol. 56, 437–
447.
Wozniak, R. A., and Waldor, M. K.
(2010). Integrative and conjugative
elements: mosaic mobile genetic ele-
ments enabling dynamic lateral gene
ﬂow.Nat. Rev.Microbiol. 8, 552–563.
Wright, G. D. (2010). Antibiotic resis-
tance in the environment: a link to
the clinic? Curr Opin Microbiol. 13,
589–594.
Wright, M. S., Baker-Austin, C., Lin-
dell, A. H., Stepanauskas, R., Stokes,
H. W., and McArthur, J. V. (2008).
Inﬂuence of industrial contamina-
tion on mobile genetic elements:
class 1 integron abundance and gene
cassette structure in aquatic bacterial
communities. ISME J. 2, 417–428.
Wright, M. S., Peltier, G. L.,
Stepanauskas, R., and McArthur,
J. V. (2006). Bacterial tolerances
to metals and antibiotics in
metal-contaminated and reference
streams. FEMS Microbiol. Ecol. 58,
293–302.
Yen, H. C., Hu, N. T., and Marrs, B. L.
(1979). Characterization of the gene
transfer agent made by an overpro-
ducer mutant of Rhodopseudomonas
capsulata. J. Mol. Biol. 131, 157–168.
Young, H. K. (1993). Antimicrobial
resistance spread in aquatic environ-
ments. J. Antimicrob. Chemother. 31,
627–635.
Zhang, L. H., and Kerr, A. (1991). A
diffusible compound can enhance
conjugal transfer of the Ti plas-
mid in Agrobacterium tumefaciens. J.
Bacteriol. 173, 1867–1872.
Zhao, J. S., Deng, Y., Manno, D.,
and Hawari, J. (2010). Shewanella
spp. genomic evolution for a cold
marine lifestyle and in-situ explosive
biodegradation. PLoSONE 5, e9109.
doi: 10.1371/journal.pone.0009109
Zhu, Y., Li, D., Wang, F., Yin, J., and
Jin, H. (2004). Nutritional assess-
ment and fate of DNA of soybean
meal from roundup ready or con-
ventional soybeans using rats. Arch.
Anim. Nutr. 58, 295–310.
Conﬂict of Interest Statement: The
author declares that the research was
conducted in the absence of any
commercial or ﬁnancial relationships
that could be construed as a potential
conﬂict of interest.
Received: 15 April 2011; paper pending
published: 23May 2011; accepted: 11 July
2011; published online: 26 July 2011.
Citation: Aminov RI (2011) Horizon-
tal gene exchange in environmental
microbiota. Front. Microbio. 2:158. doi:
10.3389/fmicb.2011.00158
This article was submitted to Fron-
tiers in Antimicrobials, Resistance and
Chemotherapy, a specialty of Frontiers in
Microbiology.
Copyright © 2011 Aminov. This is an
open-access article subject to a non-
exclusive license between the authors and
Frontiers Media SA, which permits use,
distribution and reproduction in other
forums, provided the original authors and
source are credited and other Frontiers
conditions are complied with.
www.frontiersin.org July 2011 | Volume 2 | Article 158 | 19
